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Genetic influences on gene expression in the human fetal brain plausibly impact upon a variety of 3 
postnatal brain-related traits, including susceptibility to neuropsychiatric disorders. However, to 4 
date, there have been no studies that have mapped genome-wide expression quantitative trait loci 5 
(eQTL) specifically in the human prenatal brain. 6 
Results 7 
We performed deep RNA sequencing and genome-wide genotyping on a unique collection (n = 120) 8 
of human brains from the second trimester of gestation to provide the first eQTL dataset derived 9 
exclusively from the human fetal brain. We identify high confidence cis-acting eQTL at the individual 10 
transcript as well as whole gene level, including many mapping to a common inversion 11 
polymorphism on chromosome 17q21. Fetal brain eQTL are enriched among risk variants for 12 
postnatal conditions including attention deficit hyperactivity disorder, schizophrenia and bipolar 13 
disorder. We further identified changes in gene expression within the prenatal brain that potentially 14 
mediate risk for neuropsychiatric traits, including increased expression of C4A in association with 15 
genetic risk for schizophrenia, increased expression of LRRC57 in association with genetic risk for 16 
bipolar disorder and altered expression of multiple genes within the chromosome 17q21 inversion in 17 
association with variants influencing the personality trait of neuroticism.  18 
Conclusions 19 
We have mapped eQTL operating in the human fetal brain, providing evidence that these confer risk 20 
to certain neuropsychiatric disorders, and identifying gene expression changes that potentially 21 
mediate susceptibility to these conditions.   22 
 23 
 24 




Results from genome-wide association studies (GWAS) have established an important role for 2 
common non-coding genetic variation in complex diseases 1, 2. These associations are likely to reflect 3 
variants that influence gene expression, through effects on RNA transcription, splicing or stability. By 4 
combining genome-wide genotyping with transcriptome profiling, variants associated with altered 5 
gene expression can be mapped on a genomic scale as expression quantitative trait loci (eQTL) 3, 4. 6 
Although eQTL are often shared between tissues, they can also operate in a tissue-specific manner 4, 7 
5, 6, as a result of cellular differences in the expression of the trans-regulators that interact with these 8 
loci 7, as well as in the epigenetic modification and accessibility of the regulatory elements in which 9 
they are located 8, 9. 10 
Genetic influences on gene regulation that are active during human prenatal brain development 11 
plausibly impact upon a variety of postnatal, brain-related phenotypes. For example, we have 12 
previously shown that genetic variants associated with DNA methylation in the human fetal brain are 13 
enriched among variants associated with schizophrenia 10, a severe psychiatric disorder with a 14 
hypothesized early neurodevelopmental component 11, 12. Common genetic variants associated with 15 
schizophrenia are also reported to be enriched within open chromatin (an index of regulatory 16 
regions) in the developing human cerebral cortex 13, and there are reports of association between 17 
gene expression in fetal brain and schizophrenia risk alleles at individual loci e.g. 6, 14. However, apart 18 
from one previous investigation that included a relatively small subset of fetal brains (n = 38) 15, no 19 
study has explored genetic effects on gene expression in the human prenatal brain on a genome-20 
wide scale.   21 
In the present study, we carried out deep RNA sequencing and genome-wide genotyping on a large 22 
collection of human brains from the second trimester of gestation (n = 120), providing the first eQTL 23 
dataset derived exclusively from the prenatal human brain. We identify high confidence cis-acting 24 
eQTL at the individual transcript as well as whole gene level, including many mapping to a common 25 
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inversion polymorphism on chromosome 17q21. We further show that fetal brain eQTL are enriched 1 
among risk variants for neuropsychiatric disorders, and identify genetically influenced changes in 2 
gene expression within the developing brain that potentially mediate risk for these conditions. 3 
 4 
Results 5 
We performed strand-specific, whole transcriptome sequencing of total RNA derived from brain 6 
tissue from 120 human fetuses aged 12-19 post-conception weeks (PCW), generating a median 119 7 
million read pairs per sample (Additional file 1: Table S1). Expression measures were derived for 8 
144,448 Ensembl transcripts, annotated to 28,875 genes. Genomic DNA from each sample was 9 
genotyped for approximately 710,000 single nucleotide polymorphisms (SNPs), followed by 10 
genotype imputation using the Haplotype Reference Consortium r1.1 panel 16. After strict quality 11 
control, 5.8 million SNPs were retained for analysis. Consistent with the GTEx Consortium 4, we 12 
controlled gene expression measures for latent factors using probabilistic estimation of expression 13 
residuals (PEER) 17 in addition to specified covariates and principal components from the genotyping 14 
matrix (Additional file 2: Fig. S1 and Fig. S2). Cis-eQTL were identified by linear regression of allele 15 
dosage against adjusted, quantile-normalized gene expression measures using FastQTL 18. 16 
Characterization of cis-eQTL in the human fetal brain 17 
We identified cis-eQTL (defined as variants within 1Mb of the transcription start site [TSS] of the 18 
regulated gene) associated with the fetal brain expression of 1329 genes (eGenes) and 3252 19 
individual transcripts (eTranscripts) at a false discovery rate (FDR) < 0.05 (Additional file 1: Table S2 20 
and Table S3). The majority (86%) of eQTL detected at the whole gene level were also detected at 21 
the individual transcript level. Consistent with previous eQTL mapping studies 5, 15, 19, significant eQTL 22 
were concentrated in proximity to the TSS of the regulated transcript (Figure 1a).  We further tested 23 
for enrichment of high confidence cis-eQTLs (FDR < 0.05) within functional annotations provided by 24 
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the ENCODE 8 and Roadmap Epigenomics Consortium 9 projects (Additional file 1: Table S4 and Table 1 
S5). Fetal brain cis-eQTL were significantly enriched within regions annotated as TSS, flanking 2 
promoters, enhancers, weak enhancers and CTCF binding sites, but significantly depleted in 3 
repressed regions (Figure 1b). Identified cis-eQTL were also notably enriched within regions 4 
containing histone modifications indicative of regulatory activity (Additional file 2: Fig. S3). We 5 
additionally tested for enrichment, among our high confidence cis-eQTL, of variants that we have 6 
previously found to be associated with altered DNA methylation (mQTL) in the human fetal brain 10. 7 
Consistent with an association between DNA methylation and gene expression 20, 21, fetal brain mQTL 8 
were enriched 6-fold among fetal brain cis-eQTL (P = 3.13 X 10-19). 9 
eQTL at a common inversion polymorphism on chromosome 17q21 10 
Twenty-one of the cis-eQTL eGenes identified in fetal brain are located within a region of 11 
chromosome 17q21.31 containing a common 900 kb inversion polymorphism and several common 12 
duplications 22, 23.  Variants within this inversion (denoted ‘H2’), which appears to be under positive 13 
selection in Europeans 22, have recently been implicated in neuroticism 24-26, while markers on the 14 
non-inverted form (denoted ‘H1’) are associated with several neurodegenerative diseases 27-29. For 15 
13 of the eGenes in this region (e.g. KANSL1, LRRC37A, DND1P1), cis-eQTL could be largely explained 16 
by inversion status (r2 with H1 / H2 tag SNP rs1800547 > 0.9), with variants tagging the inverted H2 17 
form associated with both increases and decreases in gene expression (Table 1). For other genes in 18 
the region (e.g. NSF, ARL17A, ARL17B), identified cis-eQTL might index duplicated expressed gene 19 
sequence as well as regulatory variants that have arisen independently on the H1 or H2 haplotypes. 20 
 21 
 22 
























NSF ENSG00000073969 40 rs3874943 4.05E-06 0.14 1.02 
KANSL1 ENSG00000120071 2226 rs2668690 2.81E-14 0.94 0.89 
LRRC37A ENSG00000176681 2225 rs3785884 5.89E-17 0.97 0.80 
ARL17A ENSG00000185829 34 rs1863115 7.03E-04 0.11 1.00 
KANSL1-AS1 ENSG00000214401 2215 rs62057151 1.72E-11 0.94 0.81 
LRRC37A4P ENSG00000214425 2210 rs55944735 7.40E-12 0.97 1.96 
ARL17B ENSG00000228696 48 rs1863115 1.82E-06 0.11 1.02 
LRRC37A2 ENSG00000238083 2213 rs753236 7.11E-15 0.94 0.83 
NSFP1 ENSG00000260075 54 rs1863115 2.89E-14 0.11 1.22 
AC005670.2 ENSG00000262633 1036 rs2696689 4.02E-03 0.65 0.91 
MAPK8IP1P2 ENSG00000263503 2276 rs111447859 1.50E-23 0.97 0.39 
DND1P1 ENSG00000264070 2199 17:44219831 1.73E-08 0.97 1.38 
MAPT-AS1 ENSG00000264589 1816 rs60814418 3.01E-02 0.61 1.15 
RN7SL199P ENSG00000265315 2203 rs56180212 2.47E-09 0.97 0.78 
RN7SL656P ENSG00000265411 2204 rs56180212 2.17E-09 0.97 0.78 
AC138645.1 ENSG00000266497 2218 rs4327090 5.75E-11 0.94 0.82 
AC091132.3 ENSG00000266504 2213 rs4327090 5.12E-11 0.94 0.82 
AC091132.4 ENSG00000266918 2066 rs9899833 1.55E-02 0.54 1.06 
AC091132.5 ENSG00000267198 39 rs79475968 7.94E-05 0.04 1.03 
AC091132.6 ENSG00000267246 2253 rs753236 7.61E-11 0.94 0.76 
Metazoa_SRP ENSG00000278770 2215 rs4327090 2.30E-09 0.94 1.54 
Table 1. Fetal brain eGenes located at a common inversion polymorphism on chromosome 17q21. 1 
* Consistent with Stefansson et al 22, inversion status was inferred through genotype at SNP 2 
rs1800547, with the MAPT haplotype ‘H2’ used to denote the inversion and ‘H1’ the non-inverted 3 
form. 4 
Tissue-sharing and evidence for fetal-specific eQTL 5 
We next explored the extent to which cis-eQTL identified in the fetal brain are shared among 48 6 
adult human tissues analysed through the Genotype-Tissue Expression (GTEx) project 4. For this, we 7 
restricted our analyses to the eQTL we identified for fetal eGenes as the GTEx project does not 8 
currently provide eQTL data at the individual transcript level. Of the 1151 fetal brain eGenes for 9 
which GTEx Consortium data were available, 979 had a top eQTL (the most significant fetal brain 10 
eQTL for that gene that was genotyped in the GTEx study) that was also observed in at least one 11 
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adult tissue (at FDR < 0.05). The shared eQTL for 974 of these fetal eGenes were predicted to be 1 
active in at least two adult tissues. Tissue-sharing of fetal brain eQTL was most pronounced within 2 
regions of the adult brain, where an average of 79% of the tested fetal brain eQTL were predicted to 3 
be shared, and lowest for whole blood, where only 41% of the tested fetal brain eQTL were 4 
predicted to be shared (Figure 2). Predicted tissue sharing was supported by estimates of π1 (the 5 
proportion of true positives 30) among fetal eQTL when tested for replication in individual GTEx 6 
tissues, with high π1 estimates in adult brain regions despite relatively small GTEx sample sizes 7 
(Additional file 2: Fig. S4). For 172 eGenes assayed by the GTEx Consortium, the eQTL identified in 8 
fetal brain were not associated with significant (FDR < 0.05) effects on their expression in any 9 
sampled adult tissue, and these might therefore constitute fetal-specific eQTL (Additional file 1: 10 
Table S6).  11 
Regional and developmental expression of fetal eGenes in the human brain 12 
We used RNA sequencing data from dissected regions of the human pre- and post-natal brain, 13 
available through the BrainSpan project, to explore the spatiotemporal expression of the fetal 14 
eGenes we identified. In general, fetal eGenes were expressed fairly uniformly across dissected 15 
regions of both the fetal and adult brain, with some genes showing very high expression and others 16 
very low (Additional file 2: Fig. S5 and Fig. S6). Similarly, the majority of fetal eGenes displayed a 17 
reasonably stable pattern of expression across brain development, even when the associated eQTLs 18 
were predicted to be fetal-specific (Additional file 2: Fig. S7). A notable exception to this pattern was 19 
observed in the developmental expression of the predicted fetal-specific eGene HBG1, encoding 20 
haemoglobin subunit gamma 1 (a component of fetal haemoglobin), which showed the expected 21 
preponderance in prenatal brain (Additional file 2: Fig. S8). 22 
 23 
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Enrichment of fetal brain cis-eQTL within genetic variants associated with neuropsychiatric traits 1 
Genetic effects on gene expression operating in the human fetal brain could influence a variety of 2 
post-natal, brain-related phenotypes. We tested for enrichment among high confidence fetal brain 3 
eQTL (FDR < 0.05) of variants associated with 7 neuropsychiatric traits (attention deficit hyperactivity 4 
disorder, anorexia nervosa, autism spectrum disorder, bipolar disorder, major depressive disorder, 5 
neuroticism and schizophrenia) using large-scale GWAS data 26, 31 - 36. For these analyses, we focused 6 
on transcript-level eQTL as these largely encompass those identified at the gene-level and are likely 7 
to additionally index subtle regulatory variation (e.g. those affecting splicing, or transcript-specific 8 
promoters / enhancers) that could be relevant to complex traits 37. We assessed enrichment among 9 
fetal eQTL of trait-associated variants at 4 GWAS P-value thresholds for each trait (P < 5 X 10-5, 5 X 10 
10-6, 5 X 10-7 and 5 X 10-8), using a method that accounts for allele frequency, linkage disequilibrium 11 
and local gene density 38. As a comparison, we performed identical analyses on similar sized GWAS 12 
data for 5 non-brain traits (body mass index, coronary artery disease, inflammatory bowel disease, 13 
height and type 2 diabetes) 39-43.  Fetal brain transcript eQTL were notably enriched (P < 0.001) 14 
within trait-associated variants for three neuropsychiatric disorders (attention deficit hyperactivity 15 
disorder, bipolar disorder and schizophrenia) and one non-brain trait (inflammatory bowel disease) 16 
at one or more GWAS P-value threshold (Figure 3; Additional file 1: Table S7). 17 
Identification of gene expression changes in fetal brain associated with neuropsychiatric traits 18 
Given evidence for a potential role of fetal brain eQTL in neuropsychiatric traits, we next applied 19 
summary data-based Mendelian randomization (SMR) to identify genetically influenced changes in 20 
gene expression in the fetal brain that could mediate genetic risk for these conditions. This approach 21 
employs Mendelian randomization to test for pleiotropic associations between gene expression and 22 
complex traits using eQTL and trait GWAS summary data 44, 45. We tested for joint associations 23 
between gene expression and risk for the 7 neuropsychiatric traits (attention deficit hyperactivity 24 
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disorder, anorexia nervosa, autism spectrum disorder, bipolar disorder, major depressive disorder, 1 
neuroticism and schizophrenia) using the same GWAS datasets as we used for enrichment analyses 2 
26, 31-36. We considered only eGenes and eTranscripts for which fetal brain eQTL were identified at 3 
FDR < 0.05, and report associations that survive correction for multiple tests (eGenes, P-SMR = 3.76 4 
X 10-5; eTranscripts, P-SMR < 1.54 X 10-5). In addition, we only report associations that are non-5 
significant (P > 0.05) for the HEIDI (heterogeneity in dependent instruments) test, indicating that 6 
they are unlikely to be driven by linkage between the eQTL and independent risk variants 44. In total, 7 
we identified 15 eGenes and 34 eTranscripts where expression in fetal brain was pleiotropically 8 
associated with at least one neuropsychiatric trait and conformed to the above criteria (Additional 9 
file 1: Table S8 and Table S9, respectively).  10 
We identified 6 eGenes and 14 eTranscripts for which fetal brain expression was associated with 11 
schizophrenia risk. These include reduced expression of ABCB9, encoding ATP Binding Cassette 12 
Subfamily B Member 9 (P-SMR = 2.11 X 10-5), which has been previously implicated through SMR 13 
studies of schizophrenia GWAS in blood 44, 46 and other non-brain adult tissues 45, and increased 14 
expression of CSPG4P11, encoding Chondroitin Sulfate Proteoglycan 4 Pseudogene 11 (P-SMR = 6.66 15 
X 10-6), which has also been reported in an SMR study of adult human brain gene expression data 45. 16 
We also observed association between schizophrenia and reduced fetal brain expression of a 17 
transcript of KLC1, encoding Kinesin Light Chain 1 (P-SMR = 2.95 X 10-7), which has recently been 18 
implicated in schizophrenia risk through a splicing QTL in the adult brain 47. The most significant 19 
association with schizophrenia (P-SMR = 6.3 X 10-8) was in the expression of C4A, encoding 20 
Complement C4A, which exhibited increased expression in association with risk variation (Figure 4). 21 
Genetic association between schizophrenia and the major histocompatibility complex (MHC) locus 22 
on chromosome 6 has been shown to partly reflect common gene copy number variants resulting in 23 
increased expression of C4A in the adult human brain 48. The present data suggest that pathogenic 24 
effects of variation at the C4 locus might begin in utero. We also observed several novel associations 25 
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with schizophrenia, including reduced expression of transcripts of FLOT1, encoding Flotillin 1 (P-SMR 1 
= 5.0 X10-7), increased expression of a transcript of MSANTD2, encoding Myb/SANT DNA Binding 2 
Domain Containing 2 (P-SMR = 2.8 X 10-6) and increased expression of HIST1H4L, encoding Histone 3 
Cluster 1 H4 Family Member L (P-SMR = 4.4 X 10-7). 4 
We observed association between variants influencing the personality trait of neuroticism and the 5 
expression of 7 eGenes and 18 eTranscripts in fetal brain. The majority of these (4 eGenes and 17 6 
eTranscripts) were located at the common inversion polymorphism on chromosome 17q21. The 7 
most significant SMR associations were observed for transcripts of LRRC37A, encoding Leucine Rich 8 
Repeat Containing 37A (smallest P-SMR = 2.33 X 10-13) and KANSL1, encoding KAT8 Regulatory NSL 9 
Complex Subunit 1 (smallest P-SMR = 8.1 X 10-12), with variants conferring higher neuroticism scores 10 
associated with increased expression of both genes. The 3 neuroticism-associated genes that did not 11 
map to the inversion are functionally uncharacterized, but for one of these genes (AC022784.7) the 12 
cis-eQTL is predicted to be fetal-specific. The only neuroticism-associated transcript that did not map 13 
to chromosome 17q21 is annotated to the ORC4 gene, encoding Origin Recognition Complex Subunit 14 
4 (P-SMR = 1.91 X 10-7).  15 
Reduced expression of one transcript, annotated to the RPL31P12 gene (encoding Ribosomal Protein 16 
L31 Pseudogene 12), was associated with major depressive disorder (P-SMR = 2.19 X 10-6), while 17 
increased expression of the RPS26 gene (encoding Ribosomal Protein S26), was associated with 18 
genetic risk for anorexia nervosa (P-SMR = 2.34 X 10-6). Increased expression of the LRRC57 gene, 19 
encoding Leucine Rich Repeat Containing 57, was associated with bipolar disorder (P-SMR = 3.07 X 20 
10-5). In addition, a transcript annotated to GNL3, encoding G Protein Nucleolar 3, was associated 21 
with both bipolar disorder (P-SMR = 2.17 X 10-6) and schizophrenia (P-SMR = 2.71 X 10-7), with risk 22 
alleles for both disorders associated with increased expression of this transcript in fetal brain.  23 
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We additionally explored whether eQTLs identified in the adult human brain (dorsolateral prefrontal 1 
cortex) 49 that have been implicated in neuropsychiatric traits in a previous SMR study 45 are 2 
potentially also operating in the fetal brain.  For four fetal eGenes, we observed strong linkage 3 
disequilibrium in our samples (r2 > 0.8) between the most significant fetal brain eQTL and the adult 4 
brain eQTL implicated in schizophrenia risk through SMR (Additional file 1: Table S10). In addition to 5 
CSPG4P11, which showed a significant SMR association with schizophrenia in the present study, 6 
these included CD46, encoding the CD46 complement regulatory protein, GOLGA2P7, encoding 7 
GOLGA2 pseudogene 2, and SLCO4C1, encoding Solute Carrier Organic Anion Transporter Family 8 
Member 4C1. There was no apparent overlap between adult brain eQTL implicated in neuroticism 9 
and eQTL regulating the fetal eGenes identified in this study.  10 
Discussion 11 
We present the first genome-wide eQTL mapping study performed exclusively on the prenatal 12 
human brain.  Through deep RNA sequencing, we have been able to interrogate eQTL at the 13 
individual transcript as well as whole gene level, providing a more precise elucidation of common 14 
genetic influences on gene expression in the developing brain and the molecular differences that 15 
could confer susceptibility to neuropsychiatric disorders.  16 
Using a method that controls for the number of SNPs tested at each locus as well as the number of 17 
genes / transcripts assayed 4, 18, we identified high confidence cis-eQTL regulating 1329 genes and 18 
3252 individual transcripts in the human fetal brain. This approximates the number of eGenes 19 
identified using the same procedure in adult brain collections of comparable size; for example, in 92 20 
samples from the adult frontal cortex, the GTEx Consortium identified cis-eQTL (FDR < 0.05) for 1588 21 
genes 4. However, this is likely to constitute only a small percentage of the genes expressed in fetal 22 
brain that are subject to variable genetic cis-regulation. Studies in adult human tissues have 23 
indicated that a sizeable proportion of expressed genes are variably cis-regulated 4, 50, 51, with eQTL 24 
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mapping studies showing the expected strong correlation between eQTL discovery and sample size 4. 1 
Larger collections of fetal brain are therefore likely to yield many additional eQTL, with resulting 2 
improvements in power to identify gene expression changes relevant to brain-related traits. 3 
Many of the fetal brain eQTL we identified map to a common 900 kb inversion polymorphism on 4 
chromosome 17q21.31. The eQTL for 13 of the genes in the region are largely tagged by the 5 
inversion, which was associated with both increases and decreases in gene expression. Although our 6 
analyses of tissue-sharing suggest that none of the eQTL mapping to this region are specific to the 7 
fetal brain, only one study to our knowledge has specifically reported any of the gene expression 8 
differences we observe 52. This previous study reported differences between H1 and H2 in the 9 
expression of 6 genes in the adult human brain, which, congruent with our data, included increased 10 
expression of LRRC37A in association with the inverted H2 form. 11 
Of the tested neuropsychiatric traits, we observed notable enrichment among high confidence fetal 12 
brain eQTL of variants associated with attention deficit hyperactivity disorder (ADHD), bipolar 13 
disorder and schizophrenia. We also observed nominally significant enrichment of variants 14 
associated with autism at lower GWAS P-value thresholds (Additional file 1: Table S7), although we 15 
note that the number of tested variants for this was smaller than for other brain-related traits, 16 
limiting statistical power. Like autism, ADHD is considered to be a neurodevelopmental condition, 17 
but the genes involved and the developmental timing of their action are largely unknown. We 18 
observed an average 13-fold enrichment of ADHD-associated variants within fetal brain eQTL across 19 
the 4 GWAS P-value thresholds tested, suggesting an important prenatal genetic component to this 20 
condition. Our finding of an enrichment of schizophrenia-associated variants among fetal brain eQTL 21 
is also consistent with the long hypothesized early neurodevelopmental component to this disorder 22 
11, 12. Although less commonly conceptualised as neurodevelopmental in origin, we observed a 23 
similar enrichment of risk variants for bipolar disorder among high confidence fetal brain eQTL. In 24 
contrast, we observed no enrichment of risk variants for major depressive disorder, despite similar 25 
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numbers of tested risk-associated variants at each GWAS P-value threshold (Additional file 1: Table 1 
S7). Among non-brain traits, the most pronounced enrichment of fetal brain eQTL was observed for 2 
variants associated with inflammatory bowel disease (average 7-fold enrichment across the 4 GWAS 3 
P-value thresholds), suggesting a developmental component to this condition. 4 
The eQTL giving rise to the identified pleiotropic associations between gene expression in the fetal 5 
brain and risk for neuropsychiatric disorders do not, for the most part, appear to be fetal-specific. 6 
However, their activity within the brain at this time-point make it plausible that their pathogenic 7 
effects start prenatally, even if they continue into adulthood. Indeed, several of the genes that we 8 
implicate are known to have important roles in early brain development. For example, leucine rich 9 
repeat containing genes (which include LRRC37A, implicated in neuroticism, and LRRC57, implicated 10 
in bipolar disorder) are known to be key organizers of excitatory and inhibitory synapse formation 53. 11 
Similarly, FLOT1, which exhibited reduced expression in association with genetic risk for 12 
schizophrenia, has been found to promote the formation of hippocampal glutamatergic synapses 54, 13 
which appear to be decreased in the disorder 55. Increased expression of C4A in association with 14 
schizophrenia risk variation was originally reported in the adult brain 48, where the authors provided 15 
data to support a role for this gene in synaptic pruning. Although this process is important for 16 
maturation of regions such as the frontal cortex in adolescence, it begins (and is for some brain 17 
regions pronounced) during the perinatal period 56. Our findings thus suggest that as well as 18 
influencing synaptic pruning during adolescence, effects of C4 risk variation could initially impact 19 
neural connectivity at this early phase of synaptic refinement.  20 
 21 
Conclusion 22 
We have mapped high confidence eQTL operating in the human fetal brain. Although a large 23 
proportion of these continue to operate in adulthood, their activity at this timepoint and enrichment 24 
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among risk variants for certain neuropsychiatric disorders suggest that their influence on brain-1 
related traits may at least start at this early stage of development. We identify several genes and 2 
individual transcripts for which expression in the fetal brain could mediate genetic risk for 3 
neuropsychiatric traits, and these might therefore warrant further neurobiological investigation. We 4 
have made the summary eQTL data available 57 so that others can explore neurodevelopmental 5 




Human fetal brain tissue from elective terminations of pregnancy (12 – 19 PCW) was provided by the 10 
Human Developmental Biology Resource (HDBR) (http://www.hdbr.org). Fetal age was determined 11 
by the HDBR through foot length and knee-to-heel length measurements. Fetal sex was determined 12 
by karyotyping and confirmed in this study through male-specific expression of genes on the Y-13 
chromosome and heterozygosity for X-chromosome markers in females. No other phenotypic or 14 
demographic information was available. Brain tissue was obtained frozen and had not been 15 
dissected into regions. Total RNA was extracted from half of the available brain tissue from each 16 
fetus using Tri-Reagent (Thermo Fisher Scientific), while the other half of each sample was processed 17 
for genomic DNA using standard phenol-chloroform extraction.  18 
Genotyping 19 
Genomic DNA from each sample was genotyped for approximately 710,000 SNPs using the Infinium 20 
OmniExpress-24 BeadChip array (Illumina). Genotyping data was subjected to stringent quality 21 
control using PLINK v1.9. and the check-bim utility from 22 
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http://www.well.ox.ac.uk/~wrayner/tools/index.html.  Samples with > 5% missing markers, 1 
ambiguous sex assignments or anomalous heterozygosity were excluded. SNPs that were missing in 2 
> 5% of samples or had minor allele frequency less than 0.01 were removed, as were A/T and G/C 3 
SNPs with minor allele frequencies > 0.4. The SNP strand and ref/alt assignment were updated to 4 
match the Human Reference Consortium (HRC) version 1.1 and SNPs where the minor allele 5 
frequency differed by > 0.2 from the HRC were removed. Additional genotypes were imputed from 6 
the HRC panel using minimac3 and Eagle v2.3 phasing through the Michigan Imputation Server 7 
(https://imputationserver.sph.umich.edu/index.html). SNPs were annotated with rsID numbers from 8 
dbSNP v149 and converted to GRCh38 coordinates using CrossMap 58 with chain files from the UCSC 9 
Genome Browser (https://genome.ucsc.edu/). Non-SNP positions and duplicated sites identified by 10 
checkVCF (https://github.com/zhanxw/checkVCF) were filtered out, as were sites with an imputation 11 
r2 less than 0.8, minor allele frequency less than 0.05 or Hardy-Weinberg Equilibrium violation P-12 
values less than 1 X 10-4. Genotypes from DNA were compared with those from RNA sequencing to 13 
confirm matching of genotype and gene expression measures for each sample. 14 
RNA-Sequencing library preparation  15 
Total RNA was treated with TURBO DNase (Thermo Fisher Scientific) and purified using the RNeasy 16 
Micro kit (Qiagen). Integrity of RNA was assessed using the Agilent 2100 Bioanalyzer. RNA-Seq 17 
libraries were prepared using 1µg of purified total RNA and the TruSeq Stranded Total RNA Library 18 
Prep kit (Illumina), depleting ribosomal RNA using the Ribo-Zero Gold reagent (Illumina), and 19 
modifying the RNA fragmentation times for lower RIN samples (< 7) according to manufacturer 20 
instructions. Library size was assessed using High Sensitivity DNA Analysis kits (Agilent) on the 21 
Agilent 2100 Bioanalyzer and libraries quantified using KAPA Library Quantification Kits (KAPA 22 
Biosystems) prior to pooling. Libraries were sequenced on the Illumina HiSeq 2500 or HiSeq 4000 23 
systems, generating at least 50 million read pairs (100 million reads) per sample. 24 
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Gene expression analyses 1 
Sequencing adapters were removed from reads with Cutadapt using the Trim Galore! Wrapper 2 
script. QC analyses were carried out using FastQC before and after adapter trimming, and 3 
additionally using RSeQC 59 after mapping to the GRCh38 human genome reference sequence with 4 
HISAT2 60. We used bcftools v1.6 to call SNPs in the mapping files and compared them to the 5 
imputed genotypes using bcftools gtcheck. Transcript abundance was quantified by 6 
pseudoalignment of sequencing reads to transcript sequences derived from the GRCh38 human 7 
genome reference sequence and Ensembl (version 81) reference annotation using Kallisto 61. Reads 8 
were aggregated at the gene level using tximport 62 and biomaRt 63. Between-sample normalization 9 
and variance-stabilizing transformation were carried out using DESeq2 64, and genes / transcripts 10 
that had VST-normalized count values >5 in 10 or more samples were included in all subsequent 11 
analyses. The expression matrix was quantile-normalized before and after correcting for covariates 12 
(see below) and principal component analysis was used to assess between-sample heterogeneity 13 
(Additional file 2: Fig. S1). The influence of covariates on gene expression was also quantified using 14 
the variancePartition package in R 65 (Additional file 2: Fig. S2).  15 
eQTL discovery 16 
eQTL analyses were carried out using FastQTL 18, using quantile normalized gene expression 17 
measures corrected for age, sex, RIN, sequencing batch, the first three genotype principal 18 
components (calculated in plink1.9, using LD pruned variants (r2 > 0.2 in 250 kb windows with a step 19 
size of 5 kb)), and 10 hidden confounders estimated through PEER 17. FDR for each eQTL was 20 
calculated by first correcting P-values for the number of SNPs tested per gene / transcript (within 21 
1Mb either side of the TSS) through estimation of a beta distribution using a minimum of 1000 22 
permutations (maximum 10,000), and then correcting these P-values for the number of genes / 23 
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transcripts tested using Storey’s q-value method 30. Details of all steps of these analyses are available 1 
at www.github.com/hobrien/GENEX-FB2. 2 
Comparisons with GTEx adult eQTL data 3 
We obtained multi-tissue meta-analysis results from the Genotype-Tissue Expression (GTEx) 4 
Consortium (V7) and matched variants by position and alleles. We determined which of our 5 
significant eGenes were assayed by GTEx from the median TPM results, and determine which genes 6 
were expressed in each tissue from the normalized expression matrices. Of the 1329 cis-eQTL 7 
eGenes (FDR < 0.05) identified in fetal brain, 176 were either not assayed (115 genes) or had 8 
expression values below the cut-off in all tissues (61 genes) in the GTEx study. For a further 2 fetal 9 
eGenes, there were no significant cis-eQTL that were genotyped by GTEx. For each eGene that was 10 
included in at least one GTEx expression matrix, we identified the most significant eQTL variant from 11 
our analysis that was assayed by GTEx and extracted the meta-analysis results and P-values for those 12 
eQTLs. For eQTLs that were detected in at least 2 GTEx tissues, we created a heatmap of m values to 13 
show the extent of sharing between fetal brain and adult GTEx tissues. Tissue sharing was also 14 
quantified by estimating π1 (the proportion of true positives 30) among this set of eQTLs in each GTEx 15 
tissue.  16 
Spatiotemporal expression of fetal eGenes in human brain 17 
We used RNA sequencing data from dissected regions of the human pre- and post-natal brain, 18 
available through the BrainSpan project (http://www.brainspan.org/), to explore the regional and 19 
developmental expression of the fetal eGenes we identified. FPKM values were log transformed 20 
(log2[FPKM+0.0001]), clustered using Euclidian distances and heatmaps were made using ggplot2 66.  21 
eQTL enrichment analyses 22 
We performed the following enrichment analyses using GARFIELD 38: 23 
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1) Enrichment of eQTL in functional annotation categories 1 
2) Enrichment of mQTL in eQTL 2 
3) Enrichment of variants associated with brain and non-brain complex traits in eQTL 3 
 4 
Briefly, GARFIELD tests for enrichment of GWAS associated variants in annotation categories. The 5 
user provides the GWAS P-values for all variants and an annotation file indicating whether variants 6 
are located within functional categories to be tested. The software then selects an independent set 7 
of variants by sequentially removing variants with r2 > 0.1 within a 1Mb window from the most 8 
significantly associated variant and then classifies each variant as overlapping a functional category if 9 
either the variant, or a correlated variant (defined as r2 > 0.8), is part of the annotation category. 10 
Statistical significance is calculated using a glm model, while variants are matched by MAF, distance 11 
to the nearest transcription start site, number of LD proxies, CpG and GC content. CpG and GC 12 
content were calculated for a region 500bp up and downstream of the variant using the 13 
BSgenome.Hsapiens.UCSC.hg19 R package. All variants from the UK10K were used as the 14 
background set of genetic variants. Depending on the particular enrichment analysis, our eQTL data 15 
were either considered as the GWAS trait (using the minimum P-value across all genes/transcripts 16 
tested) or the annotation, where all variants associated with at least one gene/transcript at 5% FDR 17 
were used to construct the functional category.   18 
 19 
Enrichment of fetal brain eQTL in functional annotation categories 20 
We tested for significant enrichment of eQTLs in various functional and regulatory features defined 21 
using experimentally derived annotations from the ENCODE 8 and Epigenomics Roadmap 9 projects 22 
and provided with the GARFIELD software. Enrichment testing was performed for fetal brain 23 
transcript eQTLs with P-values equivalent to FDR < 0.05. We tested the default of all features in all 24 
assayed cells / tissues (1004 tests), defining P-values below the Bonferroni-corrected threshold of P 25 
< 4.98 X 10-5 as significant.    26 




Enrichment of fetal brain mQTLs in eQTL 2 
To test for enrichment of genetic variants associated with DNA methylation in the developing brain 3 
within fetal brain eQTL, we used a DNA methylation QTL (mQTL) dataset that we published 4 
previously using an overlapping set of fetal brain samples 10.  All FDR < 0.05 eQTLs were used to 5 
define an annotation category. Enrichment was tested using the set of mQTL that we previously 6 
identified at a Bonferroni-corrected threshold P < 3.69 X 10−13.  7 
 8 
Enrichment of variants associated with brain and non-brain complex traits in eQTLs 9 
GWAS results for attention deficit hyperactivity disorder 31, anorexia nervosa 32, autism spectrum 10 
disorder 33, bipolar disorder 34, major depressive disorder 35, neuroticism 26, schizophrenia 36, body 11 
mass index 39, coronary artery disease 40, inflammatory bowel disease 41, height 42 and type 2 12 
diabetes 43 were downloaded and the P-values for all variants were reformatted as input to 13 
GARFIELD. All 5% FDR eQTLs for eTranscripts were used to define an annotation category. We tested 14 
for enrichment in fetal brain eQTLs of variants associated with each trait at multiple significance 15 
thresholds (P < 5 X 10-5, 5 X 10-6, 5 X 10-7, 5 X 10-8). In total, we tested 12 traits and 4 significance 16 
thresholds, highlighting enrichments that surpassed the Bonferroni corrected threshold P < 0.001. 17 
 18 
Testing for pleiotropic association with neuropsychiatric traits  19 
We tested for joint associations between fetal brain eQTL and GWAS signals using summary-20 
statistics based Mendelian randomization (SMR) 44. We tested all eGenes/eTranscripts with eQTLs 21 
detected at FDR < 0.05, using linkage disequilibrium information from the samples used for our eQTL 22 
analysis.  GWAS minor allele frequencies were obtained from the 1000 Genomes Project (European 23 
populations). SMR P-values were Bonferroni corrected for the number of eGenes/eTranscripts 24 
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tested. The HEIDI test was used to screen out joint associations that are likely to be driven by linkage 1 
using a nominal P-value threshold of 0.05.  2 
We additionally investigated potential sharing of eQTLs identified by the CommonMind Consortium 3 
in the adult human brain 49 that have been implicated in schizophrenia or neuroticism in the SMR 4 
study of Hauberg and colleagues 45. For this, we restricted our analyses to the fetal brain eGenes 5 
detected at FDR < 0.05 that overlapped with those implicated by Hauberg et al in neuropsychiatric 6 
traits, and explored potential linkage disequilibrium between the top adult brain SMR eQTL and the 7 
most significant fetal brain eQTL for each gene. We report instances where the top adult brain SMR 8 
eQTL and the top eQTL for that gene in fetal brain have an r2 > 0.8 in our samples, suggesting shared 9 
causal variants.  10 
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Figure Legends 1 
Figure 1: Genomic characterization of fetal brain cis-eQTL. A) Plot of eQTL density (FDR < 0.05) 2 
versus distance from transcription start site for all eTranscripts. Expression QTLs mapping to a 3 
common 900kb inversion on chromosome 17q21 were excluded from this analysis due to extensive 4 
linkage disequilibrium across the inversion. B) Enrichment of eTranscript eQTL within genomic 5 
features identified by the ENCODE 8 and Roadmap Epigenomics Consortium 9 projects in 6 human 6 
cell lines. Enrichments are expressed as the natural log of odds ratios, with error bars representing 7 
95% confidence intervals. GM12878 = lymphoblastoid cell line; H1HESC = embryonic stem cell line; 8 
HeLa-S3 = cervix adenocarcinoma cell line; HepG2 liver carcinoma cell line; HUVEC = umbilical vein 9 
endothelial cells; K562 = myeloid leukemia cell line. Fetal brain eQTL are significantly enriched in 10 
regions annotated as TSS, flanking promoter, enhancer, weak enhancer and CTCF binding sites, but 11 
significantly depleted in repressed genomic regions. 12 
Figure 2. Heatmap of m values for fetal brain cis-eQTL (FDR < 0.05) for 974 eGenes across 48 adult 13 
tissues assayed by the GTEx Consortium 4. m values are derived from a Meta-Tissue 67 analysis 14 
performed by the GTEx consortium (using v7 data), and estimate the posterior probability that an 15 
eQTL is shared between each tissue. GTEx m values are available for 974 gene fetal brain cis-eQTL 16 
that are predicted to be shared by at least 2 adult tissues (m values > 0.9); the 5 fetal brain cis-eQTL 17 
that are eQTL in only one adult tissue (FDR < 0.05) are not included.  Greatest sharing of fetal brain 18 
eQTL is observed for adult brain regions, where, on average, 79% of the tested fetal brain eQTL are 19 
predicted to be shared.  20 
Figure 3. Enrichment of fetal brain transcript eQTL within variants associated with complex post-21 
natal traits.  Enrichments were tested at 4 GWAS P-value thresholds (P < 5 X 10-5, 5 X 10-6, 5 X 10-7 22 
and 5 X 10-8) for each trait. Top panel shows log10 P-values at each threshold. The bottom panel 23 
shows the natural log of the odds ratio, with 95% confidence intervals, at each threshold. Only traits 24 
                                                         
31 
 
for which the significance of eQTL enrichment survives correction for multiple tests (P < 0.001; 1 
dotted line in upper panel) at one or more GWAS P-value threshold are shown. There are no 2 
overlaps between fetal brain eQTL and risk variants for bipolar disorder at the P < 5 X 10-8 threshold.  3 
Figure 4. Association between expression of the Complement C4A gene in fetal brain and genetic 4 
risk for schizophrenia. A) Effect sizes of SNPs from schizophrenia GWAS 36 plotted against their 5 
effect sizes as fetal brain cis-eQTL for C4A. The triangular data point indicates the variant with the 6 
lowest P-SMR. Error bars are the standard errors of SNP effects. B) Homozygotes for the 7 
schizophrenia-associated C-allele of rs9267544 exhibit increased expression of C4A in fetal brain 8 
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Table S1: Sample Information
Sample Sex PCW RIN ReadLengthTotal Read Pairs (millions)
11875 Male 19 5.7 2x76bp 110
12107 Male 19 8.2 2x76bp 86
12545 Female 19 7.7 2x76bp 124
12546 Male 19 6.1 2x76bp 68
12993 Male 19 8.5 2x76bp 232
12994 Female 15 8.3 2x76bp 109
13142 Male 19 7.8 2x76bp 307
15240 Female 13 5.5 2x125bp 99
15296 Female 12 7.2 2x76bp 78
15329 Male 12 7.6 2x76bp 117
15468 Male 12 8.8 2x125bp 135
15533 Female 13 8.3 2x100bp 154
15655 Male 13 7.2 2x125bp 107
15768 Female 12 8.9 2x125bp 145
16117 Male 12 8.3 2x76bp 187
16286 Female 13 8 2x125bp 69
16428 Male 14 5.5 2x100bp 194
16483 Male 13 8.6 2x125bp 160
16488 Male 14 8.1 2x125bp 76
16548 Female 18 6 2x100bp 197
16640 Male 14 4 2x125bp 104
16649 Male 13 6.1 2x125bp 106
16810 Male 17 6.3 2x100bp 117
16826 Male 16 2 2x100bp 201
16840 Female 13 8.2 2x100bp 202
16859 Male 12 6 2x76bp 96
16929 Male 14 9 2x100bp 168
17013 Male 13 6 2x125bp 245
17049 Male 12 8 2x125bp 154
17053 Male 14 2.1 2x100bp 141
17054 Male 15 9.1 2x125bp 143
17068 Female 17 8.3 2x100bp 116
17071 Male 14 3.9 2x100bp 153
17072 Male 15 7 2x125bp 85
17081 Female 13 9.1 2x125bp 102
17087 Male 13 7.8 2x125bp 93
17109 Female 13 9 2x100bp 155
17111 Female 12 8 2x76bp 94
17115 Male 15 7.5 2x125bp 119
17130 Female 13 7.7 2x125bp 106
17160 Female 17 3.3 2x125bp 92
17162 Male 17 9 2x76bp 131
17167 Male 13 4.3 2x125bp 119
17175 Male 15 3.4 2x125bp 119
17193 Male 13 9 2x76bp 162
17221 Female 14 9.2 2x76bp 290
17229 Female 16 4.7 2x125bp 128
17264 Male 17 8.4 2x76bp 94
17333 Male 17 5.6 2x125bp 166
17369 Male 15 7 2x125bp 122
17372 Male 13 9 2x76bp 260
17475 Male 13 5.5 2x125bp 155
17486 Female 18 2.9 2x76bp 199
17521 Male 12 9 2x76bp 89
17543 Female 13 2 2x125bp 83
17629 Male 15 7.3 2x125bp 99
17666 Female 13 8.6 2x76bp 70
17671 Male 16 5.7 2x125bp 97
17701 Male 13 7.6 2x125bp 121
17753 Female 12 7 2x76bp 215
17754 Male 13 10 2x76bp 114
17812 Female 14 8.6 2x125bp 121
17835 Female 13 1.8 2x125bp 113
17921 Female 14 2.4 2x100bp 223
17922 Male 15 4.3 2x125bp 122
17923 Female 15 1.9 2x125bp 125
17932 Male 12 4.2 2x76bp 168
18015 Female 14 9.1 2x76bp 117
18055 Male 13 6.5 2x125bp 128
18134 Male 16 7.2 2x125bp 134
18139 Female 12 6 2x76bp 201
18153 Male 16 7.1 2x125bp 176
18208 Male 16 6.1 2x125bp 117
18241 Female 16 5.9 2x125bp 86
18249 Male 13 6.1 2x125bp 114
18266 Female 16 5.4 2x125bp 131
18282 Female 14 4.6 2x125bp 85
18294 Female 17 8.3 2x125bp 93
18349 Female 14 8 2x125bp 130
18355 Female 14 4.6 2x125bp 142
18372 Female 13 7.2 2x125bp 218
18382 Male 15 9 2x76bp 110
18528 Male 12 7.2 2x76bp 106
18529 Male 14 8.1 2x76bp 133
18540 Male 12 6 2x76bp 64
18559 Female 13 3.4 2x125bp 90
18596 Male 13 7.9 2x125bp 99
18611 Female 12 6 2x76bp 104
18653 Male 13 6 2x76bp 68
18655 Female 13 8.4 2x125bp 78
18666 Male 15 2.7 2x125bp 117
18687 Female 14 8.3 2x125bp 132
18694 Female 13 7.4 2x125bp 97
18856 Male 14 5.5 2x76bp 114
18983 Female 18 4.7 2x125bp 152
19031 Female 14 6.2 2x76bp 126
19043 Female 14 4.4 2x125bp 116
19052 Female 15 4.7 2x125bp 100
1117 Male 15 8 2x76bp 108
11396 Female 12 8.4 2x76bp 137
11511 Male 14 8 2x76bp 122
11654 Female 13 8 2x76bp 122
11834 Male 12 8.5 2x76bp 161
11844 Male 13 9 2x76bp 138
11885 Male 12 9 2x76bp 75
11892 Male 13 8.5 2x76bp 124
11900 Male 14 8.5 2x76bp 145
11907 Female 16 9.3 2x76bp 314
11921 Male 17 8 2x76bp 141
11928 Male 13 8.6 2x76bp 95
11952 Male 17 9.4 2x76bp 176
11971 Male 17 8.9 2x76bp 670
12116 Female 14 8.3 2x76bp 114
12134 Male 14 8.5 2x76bp 99
12152 Male 12 8.5 2x76bp 116
12153 Female 14 8 2x76bp 78
12680 Male 13 2.3 2x76bp 145
12972 Female 14 9.4 2x76bp 110
13117 Female 15 7.5 2x76bp 79
13144 Male 12 7.8 2x76bp 84
Table S2: Top eQTL info for all significant eGenes. Slope corresponds to expression / dosage of alt allele 
ChromosomPosition rsID ENSEMBL_ SYMBOL TSS_distan num_var beta_shapebeta_shape
chr1 1.7E+08 rs12089057ENSG00000C1orf112 214607 5485 1.0613 253.885
chr1 40315366 rs1846158 ENSG00000COL9A2 2449 3842 1.05187 324.13
chr1 2.43E+08 rs12071912ENSG00000SDCCAG8 -177723 3808 1.05997 320.766
chr1 75795749 rs1146642 ENSG00000MSH4 -1134 4554 1.0473 261.277
chr1 17027531 rs6696035 ENSG00000CROCC 287257 3333 1.03774 251.898
chr1 1.08E+08 rs11185279ENSG00000SLC25A24 71009 3926 1.06066 298.093
chr1 91500888 rs13447455ENSG00000CDC7 -6 3935 1.0627 255.188
chr1 1.79E+08 rs1544124 ENSG00000ANGPTL1 20027 4338 1.04759 195.708
chr1 3865266 rs12741965ENSG00000CEP104 -8053 6258 1.05312 757.043
chr1 3657856 rs9662052 ENSG00000WRAP73 -5096 5724 1.08029 609.611
chr1 2.31E+08 rs542321 ENSG00000GNPAT 23720 4754 1.04933 492.792
chr1 39901953 rs11207097ENSG00000KCNQ4 -882060 4115 1.04907 328.171
chr1 74739831 rs28712886ENSG00000ACADM -984517 4501 1.05024 238.716
chr1 20651728 rs639455 ENSG00000PINK1-AS 464 4341 1.05011 426.513
chr1 2.08E+08 rs2466572 ENSG00000CD46 9084 3668 1.05953 362.724
chr1 46334821 rs6683523 ENSG00000NSUN4 -5357 3326 1.08613 146.835
chr1 2.01E+08 rs4072554 ENSG00000DDX59 -10270 4764 1.05635 408.232
chr1 84509277 rs312395 ENSG00000SPATA1 2985 4201 1.07011 319.646
chr1 2.13E+08 rs2221593 ENSG00000BATF3 -105 3729 1.07184 272.907
chr1 1.47E+08 rs17356024ENSG00000PRKAB2 -50874 1138 1.03317 91.8276
chr1 1.1E+08 rs11101985ENSG00000GSTM5 -8842 3980 1.04857 441.69
chr1 2.31E+08 rs2493145 ENSG00000CAPN9 8117 4656 1.068 438.296
chr1 1.83E+08 rs12041279ENSG00000RNASEL -1374 3782 1.07483 209.493
chr1 88961219 rs3738055 ENSG00000KYAT3 31733 3447 1.0396 228.187
chr1 26200813 rs12121284ENSG00000CNKSR1 23409 2995 1.09542 164.516
chr1 21462949 rs6660003 ENSG00000NBPF3 22820 4531 1.04922 365.377
chr1 1.1E+08 rs1834 ENSG00000STRIP1 7580 3964 1.04963 419.567
chr1 1.66E+08 rs10733045ENSG00000MGST3 -2788 4588 1.05686 438.233
chr1 1.51E+08 rs11810419ENSG00000ANP32E -301491 1891 1.04346 71.7949
chr1 1.54E+08 rs41305088ENSG00000NUP210L -51133 3452 1.05539 247.977
chr1 1.56E+08 rs12043132ENSG00000HCN3 314992 2501 1.047 210.638
chr1 2.36E+08 rs2011390 ENSG00000LYST 101437 4695 1.03339 429.339
chr1 1.55E+08 rs10908424ENSG00000ADAR -52799 2538 1.04032 205.157
chr1 58543607 rs12142098ENSG00000OMA1 3194 4498 1.06163 345.467
chr1 78141584 rs586300 ENSG00000DNAJB4 162408 3769 1.05882 197.305
chr1 74212920 rs488813 ENSG00000LRRIQ3 -14734 3696 1.06535 142.421
chr1 91359068 rs282053 ENSG00000HFM1 45800 4143 1.05337 250.56
chr1 1.79E+08 rs67545145ENSG00000AXDND1 1473 4461 1.07864 180.524
chr1 1.8E+08 rs1999068 ENSG00000TDRD5 -31 4618 1.0672 188.376
chr1 1.16E+08 rs10754390ENSG00000SLC22A15 -92181 4130 1.06043 338.689
chr1 1.1E+08 rs1010167 ENSG00000GSTM4 23 3927 1.04848 426.418
chr1 19842497 rs14728376ENSG00000OTUD3 -40017 4900 1.03691 454.792
chr1 1.7E+08 rs79739028ENSG00000METTL18 59142 5290 1.03792 253.464
chr1 1.22E+08 rs12401551ENSG00000SRGAP2C 329607 75 0.938145 4.6216
chr1 2.13E+08 rs3010786 ENSG00000ANGEL2 11159 3723 1.06728 301.686
chr1 2.48E+08 rs61857507ENSG00000OR2M1P -184687 4584 1.06809 281.73
chr1 23859158 rs78199675ENSG00000FUCA1 9135 3435 1.05759 283.532
chr1 39572925 rs2068473 ENSG00000AL365277.1 -26739 3517 1.04676 344.228
chr1 57886800 rs1202826 ENSG00000TACSTD2 690972 4383 1.03269 379.623
chr1 1.73E+08 rs3900307 ENSG00000ZBTB37 -683780 2984 1.03995 115.132
chr1 2.24E+08 rs3991971 ENSG00000AC138393. -42258 3791 1.05157 227.135
chr1 2.48E+08 rs6701018 ENSG00000OR2AK2 -28203 5041 1.06431 327.579
chr1 2.48E+08 rs6701018 ENSG00000OR2L13 -161 5101 1.07202 342.078
chr1 2.47E+08 rs6700824 ENSG00000ZNF124 47716 5768 1.05749 412.679
chr1 2.48E+08 rs6701018 ENSG00000196936 -11828 5066 1.06476 334.42
chr1 2.48E+08 rs6701018 ENSG00000OR2L5 -84918 4901 1.06252 306.487
chr1 2.48E+08 rs61857507ENSG00000OR2L3 -123437 4786 1.07181 291.283
chr1 1.46E+08 rs12402234ENSG00000ANKRD35 -5666 246 1.01487 21.1787
chr1 11889913 rs2336377 ENSG00000RNU5E-1 -18240 3645 1.03075 343.837
chr1 10308041 rs17401588ENSG00000RNU6-37P 9074 3183 1.06205 312.331
chr1 2.48E+08 rs61857507ENSG00000Y_RNA -108543 4832 1.07055 281.035
chr1 11890334 rs4846072 ENSG00000RNU5E-4P 19592 3642 1.0324 343.881
chr1 2.48E+08 rs6701018 ENSG00000OR2L2 -101238 4857 1.05104 312.969
chr1 2.45E+08 rs2291424 ENSG00000EFCAB2 -3546 5080 1.03982 631.891
chr1 2.13E+08 rs61736926ENSG00000TATDN3 113 3722 1.02114 304.896
chr1 37818944 rs12760154ENSG00000INPP5B 128112 3776 1.04378 386.589
chr1 1.14E+08 rs4641311 ENSG00000NRAS 629753 3936 1.05166 300.872
chr1 2.47E+08 rs12136392ENSG00000AL390728.2 -9292 5753 1.06291 399.34
chr1 16471093 rs157251 ENSG00000CROCCP2 173589 3686 1.06177 229.458
chr1 22022063 rs11586488ENSG00000LINC00339 -3126 4495 1.05828 437.698
chr1 2.48E+08 rs6701018 ENSG00000OR2L1P -53237 4986 1.06796 306.513
chr1 1.66E+08 rs6668108 ENSG00000AL451074.2 -46847 4844 1.07186 387.253
chr1 1.79E+08 rs7541378 ENSG00000RASAL2-AS -941540 3571 1.08305 215.937
chr1 2.48E+08 rs6701018 ENSG00000OR2X1P -1943 5097 1.08528 314.184
chr1 1.67E+08 rs2312238 ENSG00000DUTP6 73163 4551 1.05641 385.721
chr1 2.23E+08 rs2936048 ENSG00000TAF1A-AS1 11106 3901 1.05999 278.295
chr1 817186 rs3094315 ENSG00000LINC00115 10335 1649 1.05387 119.555
chr1 1281678 rs3753340 ENSG00000MTND1P23 652615 1497 1.06275 108.179
chr1 1.22E+08 rs1853731 ENSG00000LINC00623 596986 125 0.988301 10.7549
chr1 2.36E+08 rs400948 ENSG00000MTND4P10 -10887 4498 1.0701 412.655
chr1 42947648 rs7534555 ENSG00000SLC2A1-AS1 -11402 3584 1.07009 167.869
chr1 1.86E+08 rs75856021ENSG00000AL096803.1 -172427 3726 1.04271 189.614
chr1 2.37E+08 rs12744425ENSG00000AL359921.1 11132 5333 1.03342 515.626
chr1 1.19E+08 rs72691108ENSG00000AL359915.2 79155 3784 1.05816 209.916
chr1 2.34E+08 rs6680900 ENSG00000AL355472.1 -21482 4998 1.05639 519.55
chr1 2.19E+08 rs9725822 ENSG00000LINC01653 591005 5083 1.07123 368.689
chr1 2.48E+08 rs6701018 ENSG00000OR2L6P -66099 4950 1.06562 303.771
chr1 1.01E+08 rs36023027ENSG00000AC093157. 83770 4211 1.04297 271.765
chr1 21171448 rs12117526ENSG00000AL627311.1 -97696 4334 1.04984 387.092
chr1 1.52E+08 rs12130219ENSG00000AL589986.2 -16229 3558 1.05051 191.088
chr1 2.48E+08 rs6701018 ENSG00000OR2L9P -37711 5026 1.06839 326.091
chr1 1.52E+08 rs12130219ENSG00000FLG-AS1 21504 3532 1.04149 188.905
chr1 1.56E+08 rs4661036 ENSG00000BGLAP 21725 2646 1.05653 198.365
chr1 74244945 rs483259 ENSG00000FPGT 46732 3518 1.05851 150.967
chr1 74219167 rs17592507ENSG00000FPGT-TNNI 20931 3518 1.04343 155.536
chr1 25409878 rs11194136ENSG00000AL031432.2 -142743 3666 1.04036 253.17
chr1 1.5E+08 rs71622689ENSG00000MRPS21 13448 1954 1.04557 72.2142
chr1 2.24E+08 rs7517754 ENSG00000MIR4742 41483 4232 1.04177 215.512
chr1 1743238 rs11486028ENSG00000AL031282.2 -5551 3356 1.04194 319.651
chr1 7776599 rs11121022ENSG00000Z98884.2 215 3963 1.04304 378.174
chr1 7681758 rs947412 ENSG00000AL359881.1 19211 4066 1.07641 383.979
chr1 7702490 rs4908683 ENSG00000AL359881.3 -7647 4074 1.05718 363.733
chr1 28247845 rs479144 ENSG00000AL353622.1 -6393 2736 1.06945 121.371
chr1 1.46E+08 rs16827081ENSG00000NBPF10 107987 332 1.04407 31.6229
chr1 2.45E+08 rs4658433 ENSG00000AL356512.1 -6105 5081 1.04499 660.525
chr1 994185 rs14407186ENSG00000AL645608.8 3865 1967 1.05652 139.714
chr1 1.6E+08 rs11587021ENSG00000AL590560.2 -10829 4132 1.04722 389.414
chr1 2.23E+08 rs12138316ENSG00000AL592148.3 -12029 3829 1.04785 269.994
chr1 2.42E+08 rs12123331ENSG00000AL591686.2 3350 5356 1.06295 525.716
chr1 1.21E+08 rs6700084 ENSG00000NBPF26 672878 250 0.988356 19.8179
chr1 1.22E+08 rs12060031ENSG00000278882 777728 437 1.01233 39.6631
chr1 2.48E+08 rs6701018 ENSG00000OR2L8 -11828 5066 1.05396 321.753
chr1 1.85E+08 rs12133877ENSG00000AL356273.3 -113262 2962 1.03337 187.624
chr1 45491618 rs1494813 ENSG00000CCDC163 8460 3200 1.05167 160.654
chr2 2.41E+08 rs10200890ENSG00000FARP2 -38301 4175 1.04391 320.497
chr2 85426086 rs36118887ENSG00000CAPG -7655 3886 1.03901 268.145
chr2 1.87E+08 rs1706252 ENSG00000ZC3H15 805694 3543 1.04354 77.7411
chr2 48595242 rs2140551 ENSG00000STON1-GTF 65316 4970 1.04806 328.536
chr2 1.36E+08 rs13404551ENSG00000MCM6 -88000 2990 1.07778 124.592
chr2 1.51E+08 rs16830019ENSG00000RIF1 961 3990 1.04951 202.856
chr2 2.34E+08 rs62192778ENSG00000USP40 12 4967 1.04254 487.576
chr2 1.73E+08 rs11421227ENSG00000RAPGEF4 737102 4017 1.06608 364.502
chr2 2.19E+08 rs12694456ENSG00000SLC4A3 -369504 4237 1.06863 314.544
chr2 25166290 rs7591899 ENSG00000POMC 2612 2929 1.05396 161.97
chr2 1.89E+08 rs35997606ENSG00000WDR75 52529 3286 1.02663 149.804
chr2 37926343 rs6738875 ENSG00000RMDN2 3155 4957 1.09467 336.21
chr2 47349364 rs72808419ENSG00000EPCAM 4205 4671 1.05647 404.762
chr2 2.41E+08 rs57117519ENSG00000MTERF4 8050 5106 1.05267 434.685
chr2 2.2E+08 rs6754985 ENSG00000OBSL1 18024 4157 1.05607 281.512
chr2 87078688 rs2944258 ENSG00000PLGLB2 -669400 1707 1.06575 107.295
chr2 1.13E+08 rs3789724 ENSG00000POLR1B 14301 3485 1.05692 205.26
chr2 86247960 rs12472390ENSG00000IMMT -52191 3422 1.07542 215.407
chr2 99109112 rs6733285 ENSG00000TSGA10 45851 3018 1.06217 134.601
chr2 1.05E+08 rs7604397 ENSG00000MRPS9 26124 4512 1.05583 354.573
chr2 1.91E+08 rs13025919ENSG00000STAT4 -108580 3487 1.03552 261.683
chr2 2.07E+08 rs3828294 ENSG00000MDH1B 366 3907 1.04356 315.524
chr2 1.87E+08 rs6742523 ENSG00000ITGAV -46490 3581 1.06642 80.4083
chr2 95235517 rs11686534ENSG00000ZNF514 -70105 607 1.00173 28.7873
chr2 88170251 rs6547757 ENSG00000THNSL2 -45 1558 1.07671 91.0147
chr2 1.2E+08 rs17661193ENSG00000TMEM177 5708 3853 1.06934 316.498
chr2 3577209 rs9808287 ENSG00000ALLC -80987 5431 1.03869 554.752
chr2 46578947 rs13013245ENSG00000PIGF 38171 5300 1.03585 706.339
chr2 1.9E+08 rs2582753 ENSG00000INPP1 7912 3384 1.0596 190.705
chr2 9502827 rs11143302ENSG00000ADAM17 52964 4730 1.04595 510.947
chr2 2.24E+08 rs10498154ENSG00000AP1S3 61174 4624 1.07319 279.973
chr2 1.32E+08 rs12464324ENSG00000AC073869. 30859 2452 1.04905 131.341
chr2 2.3E+08 rs536707 ENSG00000FBXO36 19063 5021 1.04098 431.16
chr2 1.7E+08 rs11139766ENSG00000CCDC173 -30946 4858 1.05585 437.412
chr2 95308109 rs2278065 ENSG00000PROM2 33655 677 0.988193 31.5106
chr2 2E+08 rs281776 ENSG00000TYW5 -13824 2889 1.04302 189.616
chr2 73609879 rs62149804ENSG00000ALMS1P1 -35041 2649 1.04146 156.592
chr2 1.12E+08 rs13408170ENSG00000RGPD8 2731 3433 1.03034 207.922
chr2 1.11E+08 rs13430683ENSG00000LINC01106 -261890 1997 1.03162 166.922
chr2 2.38E+08 rs72985194ENSG00000RBM44 -25131 5395 1.06428 422.697
chr2 2.32E+08 rs28685161ENSG00000LINC00471 257 4196 1.07305 381.33
chr2 1.13E+08 rs13411929ENSG00000FOXD4L1 -63183 3829 1.0414 197.255
chr2 74311188 rs4263128 ENSG00000SLC4A5 32225 3052 1.03737 233.766
chr2 1.13E+08 rs7589901 ENSG00000PAX8-AS1 24244 3723 1.04079 182.279
chr2 2.15E+08 rs717548 ENSG00000SNORA70I -34767 4722 1.06175 336.915
chr2 1.07E+08 rs9308902 ENSG00000EEF1A1P12 -105278 4592 1.06938 245.363
chr2 74123314 rs6731793 ENSG00000AC073263. -7270 3059 1.06164 217.228
chr2 746860 rs11681681ENSG00000AC116609. 4371 5225 1.05467 298.49
chr2 3478951 rs13003061ENSG00000TRAPPC12- 3457 5548 1.04375 587.211
chr2 1.62E+08 rs77882688ENSG00000AC009487. -295838 2887 1.03285 141.249
chr2 1.56E+08 rs6725811 ENSG00000LINC01876 -251632 3307 1.06614 164.567
chr2 61794198 rs7563252 ENSG00000RPS24P7 -8946 3335 1.05326 218.965
chr2 2.15E+08 rs34732883ENSG00000AC072062. -195136 4457 1.05808 401.306
chr2 1.91E+08 rs2459611 ENSG00000AC006460. -365746 3310 1.04902 223.836
chr2 15395739 rs3805106 ENSG00000AC007738. 2042 4389 1.07554 379.23
chr2 1.66E+08 rs3791847 ENSG00000AC009495. -18587 4304 1.03513 228.962
chr2 1.19E+08 rs2289947 ENSG00000STEAP3-AS1 -123615 3695 1.04276 263.422
chr2 32838794 rs11124298ENSG00000LINC00486 13350 4046 1.04515 310.303
chr2 87078688 rs2944258 ENSG00000AC125232. -25620 1556 1.033 69.5616
chr2 3563566 rs11684290ENSG00000RNASEH1-A 5073 5485 1.06051 552.408
chr2 87087931 rs7573463 ENSG00000AC093616. -613054 1630 1.03349 119.114
chr2 74958729 rs12366 ENSG00000AC104135. -33884 3794 1.06886 323.346
chr2 1.27E+08 rs4662721 ENSG00000AC068282. -44289 4877 1.03022 313.407
chr2 61154393 rs2592494 ENSG00000C2orf74 9324 3341 1.07985 200.008
chr2 871501 rs4263142 ENSG00000LINC01115 -3076 5319 1.04908 324.293
chr2 50817775 rs12233045ENSG00000AC007560. 11902 5190 1.07489 259.827
chr2 2.01E+08 rs2136600 ENSG00000PPIL3 11680 2973 1.05129 194.735
chr2 1.14E+08 rs793063 ENSG00000RPL23AP7 9789 3797 1.04752 216.49
chr2 48595242 rs2140551 ENSG00000GTF2A1L -22557 4941 1.06677 295.368
chr2 74115102 rs828899 ENSG00000FNBP1P1 -5579 3053 1.03603 216.241
chr2 10038915 rs4669519 ENSG00000AC104794. 1747 5721 1.06585 577.362
chr2 2.42E+08 rs62192199ENSG00000LINC01238 -8837 2178 1.06315 131.704
chr2 2.18E+08 rs4674280 ENSG00000AC021016. 21415 3666 1.05405 262.386
chr2 2.23E+08 rs3768973 ENSG00000AC097461. -1965 4180 1.04942 288.063
chr2 75675254 rs34081022ENSG00000AC005034. 14791 4953 1.04389 362.399
chr2 744370 rs11127502ENSG00000LINC01115 -4207 5210 1.04075 324.543
chr2 1.31E+08 rs11221495ENSG00000AC073869. -11606 2404 1.04062 119.927
chr2 86288998 rs7563887 ENSG00000AC009309. 93407 3310 1.05183 208.76
chr2 1.9E+08 rs6741074 ENSG00000AC013468. 31940 3559 1.06627 160.792
chr2 2.38E+08 rs510902 ENSG00000AC016999. -35767 5376 1.0659 412.207
chr2 1.13E+08 rs4849181 ENSG00000274877 -3203 3737 1.03548 189.095
chr2 24167648 rs2288072 ENSG00000AC008073. 43281 3860 1.08068 186.672
chr3 1.95E+08 rs80006830ENSG00000LSG1 -7997 5370 1.02973 658.124
chr3 1.72E+08 rs73046033ENSG00000PLD1 784 4155 1.03953 404.444
chr3 42602609 rs71323161ENSG00000SEC22C -1530 3975 1.03271 247.563
chr3 53859813 rs3821869 ENSG00000ACTR8 22388 3930 1.04083 362.361
chr3 1.33E+08 rs72628561ENSG00000NPHP3 5414 5082 1.05726 268.102
chr3 1.26E+08 rs58676015ENSG00000ROPN1B 4160 4982 1.05467 315.802
chr3 14665341 rs3773487 ENSG00000C3orf20 -9759 4413 1.05741 449.251
chr3 66275987 rs782729 ENSG00000SLC25A26 142376 4877 1.06568 461.81
chr3 44211097 rs9834732 ENSG00000ZNF660 -367127 3325 1.05861 205.405
chr3 1.73E+08 rs644758 ENSG00000NCEH1 10956 4081 1.03911 387.481
chr3 49405648 rs13096474ENSG00000AMT 17104 1728 1.04532 47.8559
chr3 12484507 rs3806662 ENSG00000TSEN2 74 4728 1.04665 464.639
chr3 9843425 rs57223920ENSG00000RPUSD3 1176 4467 1.07101 513.914
chr3 12148468 rs3773364 ENSG00000SYN2 144065 4205 1.03646 376.645
chr3 1.38E+08 rs7622521 ENSG00000DZIP1L 7292 3242 1.06525 166.242
chr3 19946945 rs11128927ENSG00000EFHB 79 4151 1.0534 241.62
chr3 59350485 rs62250631ENSG00000C3orf67 -300402 4075 1.05476 270.112
chr3 1.81E+08 rs28766343ENSG00000TTC14 -41742 3131 1.06748 163.58
chr3 44786301 rs7642843 ENSG00000KIAA1143 -24640 3521 1.07362 237.555
chr3 1.23E+08 rs16834903ENSG00000DTX3L 96528 4453 1.05499 271.363
chr3 1.97E+08 rs62410572ENSG00000UBXN7 -93079 4059 1.0517 370.735
chr3 39407646 rs1803893 ENSG00000RPSA 956 4329 1.05913 226.478
chr3 1.79E+08 rs11317164ENSG00000KCNMB3 5667 3948 1.05434 251.476
chr3 49639859 rs4855847 ENSG00000GMPPB 84091 1954 1.03397 46.5642
chr3 1.12E+08 rs3749311 ENSG00000TMPRSS7 -23100 4278 1.06271 238.69
chr3 41267261 rs11712479ENSG00000ZNF619 790147 3496 1.06135 178.818
chr3 56545510 rs6791987 ENSG00000CCDC66 -11652 4238 1.066 227.181
chr3 1.96E+08 rs11925423ENSG00000SDHAP1 -17029 4315 1.05272 439.268
chr3 50334001 rs2236947 ENSG00000HYAL3 -34534 2388 1.0519 48.465
chr3 1.91E+08 rs6770088 ENSG00000OSTN -27778 5661 1.0738 369.072
chr3 1.26E+08 rs1875682 ENSG00000ALG1L -71009 4979 1.00887 362.635
chr3 44568134 rs6765468 ENSG00000ZKSCAN7 12940 3268 1.05462 234.887
chr3 1.96E+08 rs7610260 ENSG00000MIR570 256253 4661 1.04855 448.364
chr3 1.98E+08 rs4857529 ENSG00000AC132008. 1322 3230 1.0364 291.505
chr3 79567636 rs66929548ENSG00000216116 17047 3524 1.06382 103.573
chr3 40451727 rs6801859 ENSG00000ENTPD3-AS 1601 3586 1.0628 190.58
chr3 196638 rs76556748ENSG00000CHL1-AS2 702 3195 1.05937 269.099
chr3 63829650 rs73120888ENSG00000AC104162. -2206 4583 1.06232 462.465
chr3 1.3E+08 rs56279301ENSG00000COL6A4P2 -82920 3519 1.06176 173.813
chr3 4368850 rs11915920ENSG00000PNPT1P1 -384556 5912 1.04688 696.326
chr3 10251630 rs3846105 ENSG00000LINC00852 -32790 4208 1.04081 522.266
chr3 19946945 rs11128927ENSG00000HSPA8P18 -3636 4172 1.09143 238.607
chr3 1.84E+08 rs28650940ENSG00000YEATS2-AS1 -2408 4362 1.04876 392.982
chr3 1.94E+08 rs6793945 ENSG00000AC048351. -97011 4831 1.05655 473.176
chr3 1.12E+08 rs12491776ENSG00000AC092916. -331911 4247 1.06172 198.733
chr3 10287693 rs35681 ENSG00000GHRLOS 1938 4207 1.0462 477.87
chr3 1.41E+08 rs10470445ENSG00000AC022215. -72625 4329 1.05941 287.029
chr3 1.96E+08 rs3827561 ENSG00000LINC00969 289323 4740 1.08446 424.061
chr3 75794096 rs13061765ENSG00000LINC00960 121704 2970 1.07045 143.992
chr3 1.29E+08 rs9813845 ENSG00000POU5F1P6 -3776 3729 1.05757 212.823
chr3 1.02E+08 rs13100262ENSG00000PDCL3P4 -17215 3949 1.04797 187.058
chr3 1.26E+08 rs7612364 ENSG00000AC016924. 20878 4868 1.05114 295.806
chr3 9362966 rs73126664ENSG00000AC026191. 336 4637 1.05181 512.949
chr3 1.96E+08 rs7610260 ENSG00000AC124944. -2961 4351 1.04891 413.146
chr3 1.34E+08 rs1498731 ENSG00000AC010207. -105 4325 1.05328 403.68
chr3 1.29E+08 rs4853 ENSG00000AC137695. -19694 3593 1.0755 200.288
chr3 33839941 rs9842672 ENSG00000AC112220. -42261 3732 1.04623 247.868
chr3 33860587 rs9838046 ENSG00000AC112220. -66443 3727 1.06299 242.396
chr3 33870143 rs9842580 ENSG00000AC112220.4 -73194 3731 1.06498 235.778
chr3 1.85E+08 rs4686686 ENSG00000AC107294. -8229 3903 1.05345 321.991
chr3 1.23E+08 rs2288677 ENSG00000LINC02035 -7498 4253 1.01306 306.66
chr3 42876746 rs760194 ENSG00000AC099329. 67331 3713 1.03831 222.717
chr3 1.92E+08 rs60432190ENSG00000AC108747. 977755 5818 1.00596 439.497
chr3 1.37E+08 rs835647 ENSG00000AC096992. -111217 3184 1.06115 122.476
chr4 1.77E+08 rs11131799ENSG00000AGA 278 5075 1.06289 349.856
chr4 9984086 rs17246501ENSG00000SLC2A9 70849 4463 1.03927 118.623
chr4 1.85E+08 rs11201799ENSG00000LRP2BP 6839 5657 1.06844 754.826
chr4 1.85E+08 rs4862529 ENSG00000UFSP2 -17692 5651 1.03061 655.96
chr4 388702 rs56107462ENSG00000ZNF141 50887 2617 1.039 131.568
chr4 55581977 rs9790523 ENSG00000CLOCK -34840 4593 1.08697 335.158
chr4 88731859 rs2924940 ENSG00000HERC3 210810 4526 1.03213 368.659
chr4 75954163 rs11947509ENSG00000NAAA -13113 5174 1.06996 254.874
chr4 1.86E+08 rs7663027 ENSG00000CYP4V2 -46 5508 1.04465 695.698
chr4 1.29E+08 rs1756011 ENSG00000SCLT1 -4902 3289 1.03816 248.248
chr4 44637294 rs13149052ENSG00000GUF1 -41134 4729 1.05437 168.391
chr4 97903798 rs62318642ENSG00000STPG2 239441 4351 1.07277 111.293
chr4 39444929 rs1458255 ENSG00000RPL9 14018 4941 1.06215 392.271
chr4 1338354 rs11170062ENSG00000UVSSA -8913 4257 1.04077 261.281
chr4 1.22E+08 rs10034288ENSG00000ANXA5 10042 4633 1.02501 293.722
chr4 1.46E+08 rs731517 ENSG00000LSM6 -61290 3610 1.03269 242.016
chr4 1.85E+08 rs62339863ENSG00000PRIMPOL -301 5371 1.05205 635.279
chr4 37823233 rs3775798 ENSG00000PGM2 -3401 6214 1.06171 527.89
chr4 1.59E+08 rs11559290ENSG00000ETFDH 8398 3796 1.05638 161.709
chr4 38905330 rs11725783ENSG00000TLR1 -48514 5206 1.04586 421.145
chr4 1338354 rs11170062ENSG00000179979 -53199 4337 1.0492 284.905
chr4 1.1E+08 rs34378309ENSG00000RRH -606 4147 1.06364 306.58
chr4 771868 rs56199932ENSG00000PCGF3 66119 3569 1.06215 213.403
chr4 1.64E+08 rs72989598ENSG00000TMA16 810695 4275 1.04421 246.905
chr4 67662742 rs9991141 ENSG00000SNORA62 -84495 4380 1.05122 185.259
chr4 67737185 rs10518042ENSG00000RNU6-95P -266711 4625 1.07108 180.496
chr4 171607 rs11727678ENSG00000211553 35145 2066 1.05454 116.019
chr4 83445897 rs11099599ENSG00000SLC25A14P -31628 4396 1.03472 275.269
chr4 1621697 rs11931951ENSG00000HAUS3 620466 4018 1.04201 279.565
chr4 1.83E+08 rs11727669ENSG00000TENM3 619784 5641 1.07053 759.531
chr4 55577294 rs12510400ENSG00000RN7SKP30 -36460 4551 1.05158 371.016
chr4 39441340 rs7670903 ENSG00000AC021148. -38916 4944 1.06776 408.804
chr4 67728834 rs10213333ENSG00000GCOM2 -309711 4614 1.06156 173.935
chr4 1.09E+08 rs12643644ENSG00000RPL34-AS1 7484 3871 1.03972 268.583
chr4 55387515 rs6849883 ENSG00000Y_RNA 114192 4553 1.06691 325.44
chr4 663577 rs9985747 ENSG00000AC107464. -7365 3445 1.06509 198.569
chr4 1.19E+08 rs71610279ENSG00000AC093752. -49304 4050 1.06129 168.561
chr4 88285020 rs79190960ENSG00000AC107067. 77 4722 1.0573 324.622
chr4 89898810 rs763443 ENSG00000SNCA-AS1 62401 4567 1.06533 218.937
chr4 67741216 rs2319658 ENSG00000UBA6-AS1 39935 4220 1.06579 200.948
chr4 1.74E+08 rs75315518ENSG00000LINC02268 113638 4620 1.03625 429.005
chr4 54332897 rs1574493 ENSG00000LINC02283 4 4471 1.04829 339.054
chr4 15619565 rs13147590ENSG00000AC098829. -191652 4985 1.05732 404.688
chr4 1.88E+08 rs390511 ENSG00000LINC01060 54632 7087 1.04722 643.768
chr4 39103877 rs11096976ENSG00000AC079921. -30037 5065 1.05542 362.824
chr4 37850943 rs4832959 ENSG00000AC021106. -17350 6206 1.06641 515.133
chr4 1.89E+08 rs6830262 ENSG00000AC105924. -54021 5399 1.02549 339.309
chr4 171607 rs11727678ENSG00000ZNF718 47126 2048 1.06877 113.441
chr4 1.43E+08 rs10029243ENSG00000AC104596. 45269 3973 1.04916 132.632
chr4 1.65E+08 rs3733420 ENSG00000FAM218A 61 5447 1.05366 387.497
chr4 13556939 rs28370538ENSG00000LINC01182 -98241 5065 1.04749 359.891
chr4 83020677 rs897944 ENSG00000THAP9-AS1 -119718 4508 1.06786 295.51
chr4 6667694 rs4689503 ENSG00000LINC02482 6135 6467 1.03481 1099.09
chr4 1.56E+08 rs2292538 ENSG00000CTSO 235 5172 1.06555 343.851
chr4 1.18E+08 rs17863924ENSG00000AC110079. -800856 4183 1.09156 153.706
chr4 1.4E+08 rs2602233 ENSG00000AC112236. 6652 3635 1.03286 344.001
chr4 1.18E+08 rs3107483 ENSG00000SNHG8 -24191 4285 1.04624 205.535
chr4 1.51E+08 rs6818874 ENSG00000AC095055. -55724 3320 1.08159 111.668
chr4 1.85E+08 rs1991229 ENSG00000LINC02427 -2 5567 1.03196 744.253
chr4 1.9E+08 rs10034424ENSG00000AF250324.1 -61716 3736 1.0756 208.422
chr4 663577 rs9985747 ENSG00000AC107464. -1633 3468 1.05405 201.776
chr4 44700703 rs1565532 ENSG00000AC096586. -3703 4726 1.04647 173.516
chr4 15601446 rs1134634 ENSG00000AC116651. -37194 4862 1.0599 399.001
chr4 12568016 rs922700 ENSG00000275277 -229059 5317 1.04075 294.574
chr4 170830 rs11310831ENSG00000AC253576. 21091 2086 1.03159 118.188
chr4 1.19E+08 rs298982 ENSG00000AC110079. 1486 4152 1.04259 146.302
chr5 6616898 rs6887702 ENSG00000NSUN2 16392 5640 1.03844 538.724
chr5 14015400 rs62346291ENSG00000DNAH5 -70858 4582 1.04557 260.03
chr5 1.14E+08 rs9552 ENSG00000YTHDC2 80313 5419 1.08014 289.785
chr5 1.41E+08 rs2910326 ENSG00000PCDHB4 87001 3105 1.05441 214.352
chr5 1.41E+08 rs56411773ENSG00000PCDHB3 40533 3042 1.05608 197.396
chr5 80665493 rs1824838 ENSG00000MSH3 10844 4560 1.05901 424.579
chr5 1.35E+08 rs7706190 ENSG00000TXNDC15 42374 3468 1.05172 274.049
chr5 1.41E+08 rs2907298 ENSG00000PCDHB8 79534 3187 1.04961 204.111
chr5 1.41E+08 rs17629011ENSG00000PCDHB10 -38888 3178 1.06623 209.866
chr5 71442423 rs12659309ENSG00000MCCC2 -144866 2379 1.05141 159.553
chr5 1.46E+08 rs59181973ENSG00000LARS 108290 3817 1.08002 204.575
chr5 69277520 rs4541612 ENSG00000CDK7 42724 2371 1.0251 177.779
chr5 82138660 rs73136777ENSG00000ATG10 166634 3825 1.04867 371.965
chr5 75676165 rs6892146 ENSG00000POC5 41315 4329 1.03498 287.515
chr5 96660029 rs2351245 ENSG00000CAST 134761 3964 1.04992 247.988
chr5 84611943 rs10045227ENSG00000EDIL3 -227151 3663 1.04171 305.762
chr5 1.5E+08 rs245054 ENSG00000TIGD6 37741 4026 1.04516 437.99
chr5 96939497 rs2432142 ENSG00000ERAP2 63557 4152 1.05881 213.411
chr5 73565541 rs343109 ENSG00000ANKRA2 144 4618 1.07937 368.239
chr5 74815228 rs56192858ENSG00000NSA2 48236 4426 1.08017 348.964
chr5 1.35E+08 rs78041634ENSG00000CAMLG 28871 3370 1.06252 310.622
chr5 1.77E+08 rs10051765ENSG00000RGS14 15153 3340 1.05975 349.487
chr5 1.02E+08 rs1118008 ENSG00000SLCO4C1 -178448 4537 1.06654 118.781
chr5 69524108 rs28552895ENSG00000GTF2H2C -36101 1824 1.05754 106.27
chr5 1629586 rs6888910 ENSG00000SDHAP3 -34967 5923 1.05086 650.115
chr5 1.11E+08 rs151784 ENSG00000TMEM232 18399 3798 1.05723 199.684
chr5 1.51E+08 rs12656600ENSG00000ZNF300P1 13978 4508 1.0721 412.39
chr5 1.41E+08 rs77020201ENSG00000PCDHA9 13751 2811 1.03079 188.614
chr5 1.41E+08 rs3756337 ENSG00000PCDHA8 -34335 2810 1.05612 183.565
chr5 1.41E+08 rs9686540 ENSG00000PCDHA2 184 2729 1.04448 178.402
chr5 82297200 rs226206 ENSG00000ATP6AP1L 17737 3687 1.03848 285.143
chr5 17145033 rs632754 ENSG00000Y_RNA -27348 4242 1.02973 421.249
chr5 17145033 rs632754 ENSG00000BASP1-AS1 72013 4265 1.06628 440.372
chr5 1.6E+08 rs7717016 ENSG00000ZBED8 429 4727 1.03129 410.713
chr5 463783 rs2561666 ENSG00000SLC9A3-AS1 -9454 3679 1.04956 288.476
chr5 70067122 5:69362949ENSG00000GTF2H2B -348231 158 1.00122 17.627
chr5 80658278 rs1643654 ENSG00000DHFR -3296 4611 1.06961 387.943
chr5 71012424 rs28409706ENSG00000AC044797. 80768 1549 1.02943 97.4527
chr5 1.41E+08 rs251379 ENSG00000PCDHA13 -2872 2815 1.06371 182.262
chr5 33996349 rs9918189 ENSG00000AMACR 11758 4874 1.04 347.07
chr5 78362782 rs10942848ENSG00000SCAMP1-AS -2276 4258 1.0472 319.733
chr5 81329534 rs62365867ENSG00000CKMT2-AS1 -27975 4107 1.06802 288.116
chr5 16476909 rs3761754 ENSG00000LINC02150 -36829 3979 1.07147 402.897
chr5 30794131 rs1353960 ENSG00000AC022447. -863088 4661 1.06311 538.842
chr5 1.8E+08 rs6601049 ENSG00000PRDX2P3 -16493 5490 1.04895 557.324
chr5 1.09E+08 rs7720036 ENSG00000AC008467. -48630 4760 1.07721 222.442
chr5 33440200 rs3756663 ENSG00000AC034231. 418 4461 1.06215 317.54
chr5 83054991 rs255561 ENSG00000AC027338. -41883 3718 1.07576 297.088
chr5 1.41E+08 rs62624460ENSG00000PCDHA10 -14371 2819 1.04588 185.203
chr5 6377719 rs9313147 ENSG00000LINC02145 -37836 5674 1.05848 513.921
chr5 1.23E+08 rs10053995ENSG00000KRT8P33 32716 4330 1.05744 251.188
chr5 1.75E+08 rs13179042ENSG00000AC138965. 886599 3723 1.05757 497.368
chr5 65729666 rs2561211 ENSG00000AC008958. -3308 3974 1.05694 248.317
chr5 70960448 rs150490 ENSG00000AC146944. -459546 147 0.990987 12.9766
chr5 69482053 rs28567918ENSG00000AC138866. 776876 453 1.01698 21.9333
chr5 1.41E+08 rs2910326 ENSG00000PCDHB17P 52804 3170 1.06465 207.406
chr5 6365576 rs4701724 ENSG00000AC010266. -343294 5868 1.02904 598.471
chr5 72917656 rs4443401 ENSG00000MIR4804 39064 3928 1.06328 276.552
chr5 54077922 rs3822495 ENSG00000MIR4459 -2340 5215 1.04804 374.872
chr5 82356954 rs17247678ENSG00000RN7SL378P 278526 3684 1.05486 365.103
chr5 83061333 rs6867727 ENSG00000AC104118. -10370 3760 1.04285 360.545
chr5 17145033 rs632754 ENSG00000AC026790. -37245 4241 1.06185 436.81
chr5 88649559 rs13173305ENSG00000AC091826. -150863 2047 1.06248 104.332
chr5 1.41E+08 rs6869960 ENSG00000AC244517. 52918 3099 1.05761 211.459
chr5 44914477 rs7703618 ENSG00000AC093297. 88400 2474 1.04265 71.3634
chr5 1.52E+08 rs2964597 ENSG00000AC091982.4 -112362 5147 1.05231 320.552
chr5 92082264 rs7735396 ENSG00000Metazoa_S -767268 3207 1.0466 184.822
chr5 69235426 rs2972388 ENSG00000AC022107. -45975 2447 1.04827 184.96
chr5 1.41E+08 rs13153224ENSG00000AC244517. -40031 3170 1.04219 216.323
chr6 1.57E+08 rs62422644ENSG00000ARID1B 216960 4086 1.05337 428.394
chr6 1.38E+08 rs60422031ENSG00000HEBP2 -9624 4736 1.04766 438.036
chr6 1.5E+08 rs9322188 ENSG00000GINM1 22060 5204 1.04896 440.639
chr6 1.53E+08 rs6917114 ENSG00000MTRF1L 11871 5590 1.05789 389.996
chr6 42206740 rs4714579 ENSG00000GUCA1B -11825 3869 1.03481 438.634
chr6 42704696 rs34722725ENSG00000PRPH2 17877 3118 1.05021 303.088
chr6 1.46E+08 rs6912351 ENSG00000FBXO30 -128183 3735 1.05497 161.734
chr6 1.35E+08 rs13199205ENSG00000ALDH8A1 -15246 3672 1.05296 327.456
chr6 49713544 rs699957 ENSG00000CRISP2 45 3832 1.05886 119.599
chr6 27295473 rs16897345ENSG00000BTN2A2 912376 4473 1.06838 144.978
chr6 24397957 rs62401885ENSG00000MRS2 -4952 5872 1.06095 449.583
chr6 42975041 rs9986447 ENSG00000PEX6 4178 3331 1.05202 387.303
chr6 27398732 rs1987278 ENSG00000ZNF391 24116 3519 1.05671 72.8352
chr6 42973072 rs9296406 ENSG00000GNMT 12313 3334 1.05592 397.442
chr6 1.5E+08 rs17079081ENSG00000ULBP2 -54 5244 1.06682 422.81
chr6 1.51E+08 rs3734408 ENSG00000ULBP3 -687117 5355 1.08624 400.694
chr6 1.35E+08 rs6908428 ENSG00000AHI1 25207 3358 1.03954 289.337
chr6 3147198 rs2050148 ENSG00000TUBB2A 10327 5421 1.0796 504.851
chr6 31158455 rs17197087ENSG00000TCF19 -88 9804 1.05848 203.761
chr6 30859127 rs2535327 ENSG00000VARS2 -49116 11297 1.0873 208.19
chr6 10699124 rs11183268ENSG00000C6orf52 -4328 4867 1.05928 486.59
chr6 21200051 rs2305955 ENSG00000CDKAL1 665593 4845 1.03868 441.528
chr6 1.17E+08 rs6904594 ENSG00000NUS1 -475295 3923 1.07309 184.465
chr6 70572469 rs77054685ENSG00000SDHAF4 5551 4576 1.0484 261.047
chr6 36107442 rs9470219 ENSG00000MAPK13 -20368 3750 1.07176 300.953
chr6 2666029 rs6941573 ENSG00000LINC01600 -31427 4994 1.03974 511.639
chr6 39731351 rs2047640 ENSG00000KIF6 -5947 4430 1.08501 326.47
chr6 46680392 rs34964632ENSG00000TDRD6 -7484 4159 1.06485 311.297
chr6 28071808 rs4713135 ENSG00000OR2B8P -17644 3995 1.07713 71.1767
chr6 28443443 rs2531803 ENSG00000ZSCAN23 58 4168 1.05911 65.6995
chr6 32632226 rs3104376 ENSG00000HLA-DRB1 -42379 8994 1.07039 270.759
chr6 45061861 rs11961316ENSG00000SUPT3H 316091 4105 1.074 367.89
chr6 32598234 rs9270656 ENSG00000HLA-DRB5 -67948 9003 1.07608 234.802
chr6 1.61E+08 rs783144 ENSG00000LPA -33949 4789 1.05228 357.17
chr6 85526898 rs9450292 ENSG00000SNHG5 151837 4882 1.06413 160.068
chr6 32962349 rs58173627ENSG00000HLA-DMA 6744 9735 1.0788 345.426
chr6 32038844 rs6463 ENSG00000CYP21A1P 33207 12729 1.10845 236.746
chr6 31661319 rs707920 ENSG00000LY6G5C 22720 11357 1.10128 203.981
chr6 31270276 rs707908 ENSG00000HLA-C 86881 9942 1.06994 216.557
chr6 29699907 rs9258088 ENSG00000ZFP57 -18798 8763 1.06169 94.8232
chr6 31176918 rs3134789 ENSG00000HCG27 -20843 9781 1.06439 199.216
chr6 29949833 rs1632880 ENSG00000HLA-A 8572 8839 1.08028 116.631
chr6 57921033 rs9404713 ENSG00000LINC00680 40467 1648 1.04947 46.3579
chr6 28183278 rs1150679 ENSG00000ZNF603P 7089 4142 1.04867 70.1258
chr6 1.5E+08 rs9322225 ENSG00000AL355312.1 -40498 5261 1.03461 448.502
chr6 27754056 rs4713120 ENSG00000GPR89P -15563 3350 1.04714 69.9298
chr6 1.5E+08 rs9322225 ENSG00000CCT7P1 -16217 5303 1.07376 393.324
chr6 90100853 rs207254 ENSG00000AL117342.1 16251 4059 1.04201 415.07
chr6 1.39E+08 rs1188887 ENSG00000AL121834.1 -57323 4557 1.03636 469.92
chr6 1.27E+08 rs9968805 ENSG00000AL096711.1 10426 2670 1.0648 134.11
chr6 1.5E+08 rs9322225 ENSG00000RAET1E-AS -20686 5291 1.0749 443.506
chr6 1.39E+08 rs1129180 ENSG00000AL590617.2 4446 4521 1.03922 469.77
chr6 28162011 rs1150668 ENSG00000ZNF192P1 229 4108 1.06045 73.0827
chr6 29955360 rs7768084 ENSG00000HCG4B -28388 8816 1.06208 115.389
chr6 32255414 rs9469094 ENSG00000HCG23 -135097 9996 1.07563 276.962
chr6 29999890 rs11228110ENSG00000MICD -27427 8838 1.07714 121.889
chr6 1.07E+08 rs3121445 ENSG00000LINC02526 -19532 4120 1.05458 465.898
chr6 3200195 rs73349426ENSG00000LINC02525 -4440 5464 1.04521 601.211
chr6 4020122 rs9405217 ENSG00000AL138831.1 1092 5599 1.06311 528.46
chr6 29976089 rs2245950 ENSG00000HLA-K 49629 8816 1.10896 116.563
chr6 30346602 rs28360031ENSG00000HCG18 -19453 11186 1.08154 175.417
chr6 1.7E+08 rs1413253 ENSG00000LINC00574 15092 4980 1.06657 368.588
chr6 32637186 rs9272408 ENSG00000CYP21A2 598920 12628 1.07329 274.138
chr6 28004180 rs9393867 ENSG00000ZSCAN31 352090 4177 1.07176 64.9995
chr6 1.16E+08 rs11729250ENSG00000AL050331.3 -88411 3935 1.08304 147.53
chr6 32255414 rs9469094 ENSG00000HNRNPA1P -69806 11094 1.09711 274.692
chr6 1.6E+08 rs2758350 ENSG00000AL078604.2 -107856 5130 1.06974 313.472
chr6 73313876 rs56159527ENSG00000RPSAP41 23472 4466 1.04287 236.775
chr6 32829016 rs4148876 ENSG00000HLA-DOB -11969 9383 1.08558 275.478
chr6 32968343 rs59576053ENSG00000HLA-DMB -27274 9714 1.06014 345.31
chr6 30261503 rs2508027 ENSG00000HLA-L 1918 10691 1.06142 168.994
chr6 11123132 rs12529581ENSG00000AL139807.1 -50321 4943 1.02702 473.206
chr6 1.12E+08 rs9481169 ENSG00000Z97989.1 8783 3404 1.04512 221.631
chr6 73249811 rs9446876 ENSG00000KHDC1L -24042 4355 1.04475 254.379
chr6 1.7E+08 rs6456196 ENSG00000AL008628.1 -103972 2826 1.05369 178.993
chr6 26497937 rs3757151 ENSG00000261353 -29127 4358 1.05136 117.902
chr6 26949281 rs4713058 ENSG00000AL513548.1 263039 4170 1.05757 102.643
chr6 1.67E+08 rs416131 ENSG00000MIR3939 4855 4720 1.06353 428.826
chr6 94012383 rs4707818 ENSG00000AL078595.2 431425 3101 1.0379 168.729
chr6 1.58E+08 rs4435969 ENSG00000GTF2H5 12025 4884 1.04789 342.702
chr6 31392925 rs7756431 ENSG00000AL645933.2 2569 10367 1.08535 202.311
chr6 3064289 rs12196777ENSG00000AL031963.3 4604 5307 1.03759 586.548
chr6 57956907 rs6915273 ENSG00000AL021368.3 -100440 1764 1.03779 53.4999
chr6 27807046 rs200483 ENSG00000HIST1H4L 66463 3796 1.06298 72.463
chr6 32253775 rs9267995 ENSG00000AL671511.2 -1510 12123 1.09757 292.192
chr6 25955944 rs175319 ENSG00000HIST1H3C -89468 4958 1.05725 193.936
chr6 30256126 rs2516718 ENSG00000AL662795.2 29927 11131 1.07579 172.453
chr6 29941677 rs9260093 ENSG00000HCP5B -67895 8808 1.08376 117.998
chr7 1E+08 rs1059129 ENSG00000STAG3 151335 2731 1.05278 140.438
chr7 97872576 rs72615155ENSG00000ASNS -35 4266 1.03558 310.391
chr7 1E+08 rs11231782ENSG00000ZCWPW1 -16559 2878 1.05785 147.273
chr7 1E+08 rs28401739ENSG00000PILRA -59470 2759 1.0513 147.246
chr7 7187064 rs4720727 ENSG00000C1GALT1 30129 5344 1.05685 551.236
chr7 1.3E+08 rs12666331ENSG00000NRF1 43387 3806 1.04054 286.78
chr7 1E+08 rs11262279ENSG00000PILRB -32384 2710 1.08003 142.515
chr7 6845252 rs11978506ENSG00000CCZ1 946526 4728 1.04775 393.069
chr7 1.42E+08 rs2234001 ENSG00000TAS2R5 -11444 2730 1.0489 202.461
chr7 76038583 rs11305650ENSG00000STYXL1 9420 2749 1.06555 190.445
chr7 75518475 rs794375 ENSG00000PMS2P3 9672 2247 1.03214 168.581
chr7 50447929 rs12154303ENSG00000FIGNL1 94605 4525 1.05595 270.129
chr7 1.16E+08 rs1319886 ENSG00000TES -86 3128 1.04742 169.505
chr7 12404062 rs17443848ENSG00000VWDE -122 7421 1.04077 439.577
chr7 76587304 rs11505688ENSG00000POMZP3 39956 3777 1.05415 267.903
chr7 55761141 rs10232851ENSG00000PSPH 290462 4181 1.04655 191.701
chr7 65001401 rs7787889 ENSG00000ZNF117 5282 3617 1.07311 78.3005
chr7 95767741 rs79448572ENSG00000DYNC1I1 -4766 3536 1.06581 238.678
chr7 1.03E+08 rs10226055ENSG00000NAPEPLD -303191 3716 1.04895 216.918
chr7 65231402 rs35723371ENSG00000INTS4P1 90176 3435 1.05094 78.2686
chr7 73821936 rs4717820 ENSG00000METTL27 20598 1802 1.04274 158.707
chr7 1E+08 rs4729567 ENSG00000ZSCAN21 -10156 2540 1.06522 126.172
chr7 33638727 rs4418250 ENSG00000AC008080. -87255 4232 1.0299 280.291
chr7 77423767 rs10276482ENSG00000GSAP -7368 3786 1.0881 250.851
chr7 6720774 rs12535850ENSG00000PMS2CL 10645 4829 1.0554 353.591
chr7 76673943 rs76134806ENSG00000ZP3 276424 3571 1.04117 258.361
chr7 1.5E+08 rs11538922ENSG00000ZBED6CL 8304 4605 1.0692 363.053
chr7 64666122 rs6460173 ENSG00000ZNF107 38 3848 1.06263 97.0102
chr7 22777284 rs2103109 ENSG00000TOMM7 45567 4744 1.03844 448.774
chr7 64863880 rs62458435ENSG00000ZNF138 69491 3768 1.0455 98.6908
chr7 64877839 rs7796284 ENSG00000ZNF273 7666 3673 1.06347 82.9081
chr7 32913604 rs17468799ENSG00000RP9P 29571 4879 1.07297 274.354
chr7 64804212 rs7792538 ENSG00000EEF1DP4 -58788 3680 1.07072 89.662
chr7 64073516 rs10224492ENSG00000ZNF727 28072 3593 1.04485 102.618
chr7 43948403 rs2256294 ENSG00000POLR2J4 70771 3869 1.0609 261.488
chr7 26399032 rs1229663 ENSG00000AC004540. 438 4353 1.06148 367.561
chr7 7631087 rs13229270ENSG00000COL28A1 -95235 5407 1.0685 553.256
chr7 29511604 rs12700965ENSG00000AC007255. 52065 4583 1.05103 458.193
chr7 90471886 rs10263772ENSG00000AC002456. 125466 4436 1.06243 205.923
chr7 16599990 rs7156 ENSG00000AC005014. -13234 5229 1.04618 505.196
chr7 65375306 rs6948240 ENSG00000GTF2IP14 291202 3530 1.0439 77.3521
chr7 55753863 rs10249231ENSG00000PSPHP1 -10935 4664 1.03264 222.381
chr7 30046150 rs10951259ENSG00000AC007285. 57549 4472 1.04712 429.537
chr7 64963348 rs10949951ENSG00000AC073210. -111676 3553 1.05961 79.1409
chr7 1.42E+08 rs12537498ENSG00000WEE2-AS1 -8770 2743 1.06774 181.68
chr7 1161005 rs2960830 ENSG00000AC091729. 630 4496 1.03699 302.774
chr7 32658558 rs6978161 ENSG00000DPY19L1P1 103228 4988 1.052 285.583
chr7 7267401 rs4724965 ENSG00000AC005532. 12246 5470 1.06014 557.54
chr7 97934695 rs9801412 ENSG00000AC079781. 4098 4102 1.06389 283.042
chr7 64861984 rs4718146 ENSG00000AC092685. -493951 3148 1.05068 68.5545
chr7 1.57E+08 rs6459698 ENSG00000AC073133. -192033 5266 1.05822 577.955
chr7 65023428 rs12666885ENSG00000CCT6P3 -14927 3587 1.05863 81.3261
chr7 65176740 rs71562969ENSG00000AC114501. 378003 2946 1.02753 65.822
chr7 7277584 rs1638213 ENSG00000AC079448. -15925 5448 1.05391 554.603
chr7 66605753 rs12667394ENSG00000GS1-124K5 112046 3499 1.04508 72.8349
chr7 1.42E+08 rs6464454 ENSG00000OR9A1P -62173 2786 1.04228 219.549
chr7 1.42E+08 rs17464086ENSG00000OR9A3P -81725 2771 1.05558 208.907
chr7 1.42E+08 rs17464086ENSG00000MYL6P4 -30670 2776 1.06047 197.548
chr7 75515270 rs794379 ENSG00000AC211429. -29163 2288 1.0498 166.199
chr7 1E+08 rs1059129 ENSG00000STAG3L5P -7181 2672 1.04376 146.467
chr7 1.42E+08 rs2234001 ENSG00000OR9N1P -132444 2767 1.06024 200.423
chr7 43195825 rs67075006ENSG00000RNU7-35P 1403 4405 1.03583 297.061
chr7 1.42E+08 rs12533399ENSG00000MGAM -67066 2771 1.05207 224.661
chr7 1.42E+08 rs13230324ENSG00000MGAM2 -355144 2777 1.06737 204.679
chr7 1.42E+08 rs12703410ENSG00000OR9A4 -85684 2758 1.03428 206.103
chr7 42894108 rs626366 ENSG00000AC010132.4 8530 4600 1.06557 328.298
chr7 1.02E+08 rs60871950ENSG00000AC093668. 120954 3344 1.05891 185.003
chr7 1.42E+08 rs12674391ENSG00000TAS2R6P 4601 2732 1.03565 209.948
chr7 64990333 rs1852026 ENSG00000MTDHP1 -47408 3621 1.0332 86.2829
chr7 1.29E+08 rs10954206ENSG00000AC018638. -13406 3575 1.06789 246.344
chr7 75518475 rs794375 ENSG00000POM121C -32205 2298 1.06429 182.677
chr7 7571699 rs2348337 ENSG00000AC004982. -19260 5486 1.06006 519.105
chr7 1E+08 rs28401739ENSG00000STAG3L5P- -28044 2672 1.05252 144.626
chr7 98299769 rs13232861ENSG00000AC093799. -23085 4112 1.02553 269.947
chr7 65452891 rs4717262 ENSG00000INTS4P2 -194974 2954 1.03801 56.9821
chr7 43971323 rs2595722 ENSG00000AC004951.4 47827 3862 1.04423 284.764
chr7 1.31E+08 rs55640724ENSG00000AC008264. 231765 4165 1.05134 468.828
chr7 72879588 rs2072300 ENSG00000TYW1B -51391 2653 1.02444 157.99
chr7 75544515 rs1108493 ENSG00000PMS2P2 -184966 2244 1.05361 196.344
chr7 96110119 rs67751149ENSG00000AC002540. -8529 3758 1.06498 283.981
chr7 26399032 rs1229663 ENSG00000AC004947. -139347 4257 1.05094 376.347
chr8 48735351 rs3750259 ENSG00000EFCAB1 -41 3101 1.05608 98.7332
chr8 1.44E+08 rs7838766 ENSG00000CPSF1 46237 2528 1.0648 184.049
chr8 17936433 rs406329 ENSG00000PCM1 13592 7282 1.07086 616.965
chr8 672880 rs1020565 ENSG00000ERICH1 65225 5107 1.08409 365.971
chr8 1.2E+08 rs28619135ENSG00000DSCC1 -2356 4443 1.07676 230.696
chr8 1.44E+08 rs10093709ENSG00000NAPRT -23397 4025 1.04218 276.007
chr8 95280003 rs2514558 ENSG00000C8orf37 -10803 4638 1.05496 377.694
chr8 1.03E+08 rs827537 ENSG00000FZD6 11585 4952 1.03194 311.209
chr8 1.03E+08 rs1522713 ENSG00000DCAF13 -106458 5150 1.05239 310.759
chr8 1.43E+08 rs4736369 ENSG00000PSCA -29 5294 1.04378 400.909
chr8 1.42E+08 rs73713485ENSG00000TSNARE1 610030 5417 1.0716 426.84
chr8 33451476 rs2459512 ENSG00000FUT10 21945 3760 1.06181 164.674
chr8 196791 rs4141094 ENSG00000OR4F21 -29749 3212 1.08185 216.8
chr8 86536761 rs9297923 ENSG00000RMDN1 -22405 3834 1.07211 153.923
chr8 10489752 rs56017720ENSG00000PRSS55 -35795 6406 1.0713 289.96
chr8 1.43E+08 rs7386691 ENSG00000ZNF696 -176 4357 1.04963 263.828
chr8 53887100 rs11993779ENSG00000TCEA1 135428 4637 1.05865 239.562
chr8 1.45E+08 rs7829963 ENSG00000ZNF34 1386 1629 1.05287 112.828
chr8 22275324 rs4871990 ENSG00000PIWIL2 26 4202 1.03467 508.158
chr8 84924998 rs1991348 ENSG00000ACTBP6 -23588 2617 1.03409 102.138
chr8 10439622 rs12114576ENSG00000RNU6-729P -36602 6382 1.06417 319.682
chr8 70653719 rs13255886ENSG00000XKR9 -15647 4105 1.05006 292.315
chr8 26407177 rs12114769ENSG00000SDAD1P1 -24225 5584 1.04336 423.119
chr8 56073972 rs2976045 ENSG00000AC046176. -22766 4582 1.03406 287.442
chr8 58521671 rs7460495 ENSG00000AC068522. 67092 4118 1.05162 327.387
chr8 6670089 rs10092065ENSG00000MCPH1-AS1 38119 7729 1.05397 722.144
chr8 1.01E+08 rs2555213 ENSG00000GAPDHP62 259 3358 1.03405 337.308
chr8 20350272 rs4922160 ENSG00000AC023403. 61 5826 1.05466 512.152
chr8 1.41E+08 rs7814272 ENSG00000AC040970. 377 4456 1.05724 444.816
chr8 2510922 rs58911548ENSG00000AC245519. 1657 7437 1.04998 868.182
chr8 49876068 rs74540908ENSG00000AC113145. -55125 4548 1.06953 104.462
chr8 1.43E+08 rs78856028ENSG00000MINCR 59906 4359 1.05326 289.864
chr8 63715562 rs6992714 ENSG00000LINC01289 -53869 3542 1.06242 162.973
chr8 1.09E+08 rs2980638 ENSG00000AC104248. -263383 4036 1.06702 137.224
chr8 1762955 rs2293977 ENSG00000AC100810. 1546 6293 1.0689 691.72
chr8 70842803 rs1156956 ENSG00000AC022858. -312655 4594 1.068 335.774
chr8 8638567 rs11250215ENSG00000AC022784. -502858 6304 1.05409 305.541
chr8 74461074 rs10100113ENSG00000MIR2052HG -138702 3974 1.02676 254.194
chr8 12020829 rs4840609 ENSG00000DEFB131E -16748 4443 1.03259 333.883
chr8 1.44E+08 rs2242086 ENSG00000AC067930. 20426 3926 1.07725 251.202
chr8 10945292 rs4551305 ENSG00000AC034111. -891039 6563 1.07508 322.666
chr8 1372780 rs13249719ENSG00000AF067845.1 -2948 6915 1.03033 780.721
chr8 1.44E+08 rs59265584ENSG00000EPPK1 1916 3672 1.07289 259.98
chr8 1.03E+08 rs3098221 ENSG00000AC012213. -54401 5111 1.03539 313.874
chr8 1.05E+08 rs67631109ENSG00000266734 -868484 4496 1.06428 182.029
chr8 6615835 rs1256 ENSG00000AF287957.1 1362 7744 1.05162 709.07
chr8 65554070 rs34242271ENSG00000AC100814. 38401 3667 1.0608 194.899
chr8 33490389 rs2732274 ENSG00000AC067838. -128975 3784 1.0478 166.157
chr8 1.25E+08 rs10195 ENSG00000AC090922. -29844 4510 1.02989 486.562
chr8 11281351 rs2016285 ENSG00000AF131216.4 3716 5790 1.08379 334.666
chr8 1763752 rs71499040ENSG00000AC100810. -3306 6292 1.05366 704.542
chr9 1.21E+08 rs2416807 ENSG00000TRAF1 -12688 3093 1.05167 216.798
chr9 1.21E+08 rs10818476ENSG00000PSMD5 33223 2999 1.04752 225.92
chr9 98251560 rs6478631 ENSG00000TBC1D2 4160 4329 1.06356 355.49
chr9 75092384 rs11144225ENSG00000NMRK1 -4168 4668 1.08889 402.236
chr9 1.12E+08 rs781622 ENSG00000SUSD1 9838 4708 1.06583 281.712
chr9 480701 rs10974745ENSG00000KANK1 10409 4848 1.06163 445.703
chr9 1.12E+08 rs3813856 ENSG00000HSDL2 -244 4722 1.03891 318.686
chr9 92823674 rs10992483ENSG00000ZNF484 54363 4027 1.05693 184.722
chr9 1.38E+08 rs2501556 ENSG00000PNPLA7 -132193 2739 1.05911 289.587
chr9 1.25E+08 rs3814132 ENSG00000ARPC5L -8434 2916 1.04605 198.118
chr9 37421681 rs7872991 ENSG00000GRHPR -986 4064 1.05831 388.276
chr9 27559999 rs774358 ENSG00000C9orf72 13866 5418 1.07471 452.697
chr9 1.13E+08 rs35852964ENSG00000WDR31 -16752 4547 1.03795 468.545
chr9 1.33E+08 rs1059773 ENSG00000SURF1 -5314 4854 1.06021 602.614
chr9 1.38E+08 rs10867113ENSG00000TUBBP5 1898 1386 1.04132 160.128
chr9 97235425 rs11794422ENSG00000ANKRD18C -14191 3243 1.04734 188.539
chr9 1.05E+08 rs10991418ENSG00000ABCA1 1747 5124 1.03981 297.172
chr9 1.26E+08 rs10987080ENSG00000GAPVD1 724327 2668 1.05494 184.31
chr9 186620 rs3008111 ENSG00000CBWD1 -7474 3808 1.05247 314.6
chr9 95943734 rs4743417 ENSG00000LINC00476 -67758 3451 1.04624 226.368
chr9 63529 rs2441661 ENSG00000WASHC1 -33791 3438 1.0671 294.962
chr9 92455648 rs7872739 ENSG00000CENPP 130163 3949 1.05234 222.797
chr9 97311085 rs750674 ENSG00000ZNF322P1 -111575 3327 1.07341 190.502
chr9 97307618 rs3214072 ENSG00000AL590705.1 -68919 3331 1.03831 190.044
chr9 70952629 rs2992999 ENSG00000MAMDC2-A -776742 4664 1.05323 259.068
chr9 15035686 rs12337289ENSG00000LDHAP4 -113353 4993 1.05046 575.622
chr9 14987580 rs10810309ENSG00000AL592293.1 -5733 5000 1.06315 544.297
chr9 87527468 rs11793890ENSG00000AL161787.1 2165 4851 1.05067 375.864
chr9 96706714 rs76481767ENSG00000AL589843.1 19657 3438 1.05759 218.198
chr9 1.12E+08 rs700107 ENSG00000AL158824.1 13655 4572 1.04398 301.949
chr9 8858303 rs77301379ENSG00000PTPRD-AS1 172 6617 1.03642 684.831
chr9 92829279 rs7873954 ENSG00000EEF1DP2 8388 4036 1.06999 182.097
chr9 1.21E+08 rs10818476ENSG00000CUTALP -15069 3006 1.03962 232.41
chr9 93436254 rs7020459 ENSG00000AL583839.1 866 4323 1.06417 209.526
chr9 3178863 rs10813629ENSG00000CARM1P1 -125456 5413 1.02866 663.272
chr9 97221231 rs7869959 ENSG00000VN1R51P -126594 3268 1.03807 195.264
chr9 23749867 rs16923651ENSG00000AL365204.1 -79804 3737 1.04504 349.968
chr9 14964274 rs10810299ENSG00000CLCN3P1 182126 4969 1.05493 552.847
chr9 3547259 rs10814233ENSG00000RFX3-AS1 20535 5399 1.06725 643.913
chr9 37884240 rs2005084 ENSG00000AL138752.1 48195 4186 1.04321 406.729
chr9 1.37E+08 rs3739939 ENSG00000SNHG7 5795 3441 1.05157 398.083
chr9 96706714 rs76481767ENSG00000AL589843.2 -19177 3470 1.03345 208.008
chr9 480701 rs10974745ENSG00000RPL12P25 2950 4878 1.07679 449.381
chr9 91156755 rs7045279 ENSG00000LINC00484 -2819 4673 1.0612 316.216
chr9 3546252 rs9792451 ENSG00000AL354977.2 -101084 5318 1.03355 664.475
chr9 98697515 rs337549 ENSG00000AL445531.1 954306 4055 1.0601 269.26
chr9 33732649 rs75597842ENSG00000AL356489.2 35189 4264 1.05784 231.734
chr9 1.29E+08 rs3118634 ENSG00000AL158151.4 -26860 3469 1.06967 363.297
chr9 19370720 rs1961991 ENSG00000AL391834.1 1224 5269 1.0696 542.763
chr9 61657188 rs10121167ENSG00000RN7SL722P -131956 6 0.999972 2.67094
chr9 97235425 rs11794422ENSG00000AL445670.1 -82732 3250 1.03992 203.912
chr9 33663770 rs7039845 ENSG00000PTENP1-AS -13499 4259 1.06781 219.71
chr10 99711938 rs1128642 ENSG00000COX15 20161 3623 1.02489 199.844
chr10 70222549 rs10999196ENSG00000AIFM2 -89616 5723 1.05002 670.974
chr10 5813440 rs3736461 ENSG00000GDI2 28691 6027 1.06075 721.052
chr10 1.04E+08 rs568526 ENSG00000GSTO2 4807 3933 1.04311 232.368
chr10 1E+08 rs61871342ENSG00000CWF19L1 -11205 3836 1.06586 282.298
chr10 86915522 rs7918679 ENSG00000BMPR1A 158871 3505 1.06524 266.943
chr10 89427876 rs304412 ENSG00000LIPA -13320 4496 1.03694 340.029
chr10 91548925 rs11320747ENSG00000TNKS2 -249388 3620 1.05392 183.408
chr10 26348123 rs2050438 ENSG00000ACBD5 894006 5391 1.04942 308.288
chr10 1.19E+08 rs7908170 ENSG00000FAM45A -1371 4467 1.06476 354.514
chr10 1.02E+08 rs11593971ENSG00000MFSD13A 12937 2507 1.05153 93.3817
chr10 1.22E+08 rs10788269ENSG00000BTBD16 -7952 4673 1.0468 498.636
chr10 1.04E+08 rs276211 ENSG00000ITPRIP -696 4005 1.07351 218.116
chr10 32894263 rs10827155ENSG00000150076 326539 4878 1.06764 266.527
chr10 1.33E+08 rs11812172ENSG00000ADAM8 -100912 3144 1.07109 282.584
chr10 70392213 rs56802975ENSG00000NODAL 55737 5721 1.03582 695.789
chr10 68671936 rs9919477 ENSG00000STOX1 -155606 4917 1.0577 365.632
chr10 42761187 rs12766294ENSG00000BMS1 -21615 3896 1.07708 143.039
chr10 94342645 rs17517669ENSG00000NOC3L 20313 4276 1.06804 244.143
chr10 51697364 rs11601 ENSG00000CSTF2T 2226 4570 1.03593 382.903
chr10 49788807 rs1258194 ENSG00000LINC00843 -183957 3516 1.06676 212.097
chr10 1.19E+08 rs2275111 ENSG00000SFXN4 7733 4560 1.02803 385.641
chr10 89389806 rs304500 ENSG00000IFIT1 -2741 4574 1.06308 347.486
chr10 42302814 rs12571169ENSG00000LINC00839 -172730 3371 1.04251 108.976
chr10 79839130 rs11196664ENSG00000NUTM2B 135902 4724 1.05422 414.592
chr10 97421251 rs11189214ENSG00000Y_RNA 55 3781 1.06849 401.505
chr10 48181715 rs72792220ENSG00000AGAP9 -631966 1132 1.06404 115.689
chr10 68625923 rs12259612ENSG00000COX20P1 -6449 4623 1.06549 299.351
chr10 73619269 rs58548408ENSG00000DNAJC9 -370408 2502 1.05898 66.3825
chr10 42231292 rs7100308 ENSG00000BX322639.1 136681 3086 1.03998 95.7787
chr10 80094013 rs61545595ENSG00000MBL3P -509137 4591 1.05036 376.468
chr10 79671436 rs2983800 ENSG00000AL132656.1 13546 4718 1.04677 434.09
chr10 1.22E+08 rs10887024ENSG00000ATE1-AS1 324 4851 1.04825 453.696
chr10 1.04E+08 rs276209 ENSG00000AL162742.1 -10601 4017 1.04062 230.409
chr10 79832396 rs4097131 ENSG00000NUTM2E -8963 4767 1.05434 393.403
chr10 78703084 rs157994 ENSG00000AC016820. -6063 4262 1.0189 444.781
chr10 91812661 rs1935030 ENSG00000TNKS2-AS1 -14371 3610 1.03767 186.25
chr10 26994261 rs10829155ENSG00000LRRC37A6P 265193 5431 1.05778 297.261
chr10 45719983 rs2442927 ENSG00000AGAP10P 41290 2977 1.05961 143.541
chr10 51496396 rs7083586 ENSG00000BEND3P1 840428 3403 1.06923 221.977
chr10 89837109 rs7076194 ENSG00000LINC00865 7598 4841 1.04354 324.171
chr10 50053066 rs56106241ENSG00000FAM21EP 14736 3519 1.06549 232.927
chr10 27214889 rs12217860ENSG00000ARMC4P1 -43874 5444 1.05251 292.046
chr10 73730459 rs11814282ENSG00000AC022400. 6 2224 1.05266 57.1095
chr10 48268199 rs55729168ENSG00000BMS1P2 -716246 1252 1.04133 120.497
chr10 28532515 rs61848475ENSG00000WAC-AS1 227 5546 1.07847 429.296
chr10 48154966 rs17779908ENSG00000AL591684.2 -601453 1181 1.03932 121.575
chr10 27213444 rs61849039ENSG00000AL355493.2 -129993 5489 1.07393 289.129
chr10 27214889 rs12217860ENSG00000AL160291.1 -28242 5425 1.08015 291.361
chr10 46000002 rs10822298ENSG00000AGAP7P -109620 2111 1.03131 98.5957
chr10 48154966 rs17779908ENSG00000AGAP12P -123327 2568 1.06094 244.377
chr10 48162047 rs2438988 ENSG00000BMS1P7 -102032 2693 1.07929 245.102
chr10 1.01E+08 rs11597119ENSG00000AL138762.1 -1853 3355 1.04907 246.093
chr10 86753161 rs58334200ENSG00000AC067750. 3136 3508 1.05111 282.745
chr10 38183315 rs71491252ENSG00000AL117339.4 45977 2933 1.02179 33.2485
chr10 32895730 rs7914799 ENSG00000AL365203.2 -6420 5120 1.07096 255.773
chr10 1.22E+08 rs10887024ENSG00000AL731566.1 -37128 4775 1.08014 476.536
chr10 1.22E+08 rs10887024ENSG00000AL731566.2 -28146 4785 1.04827 484.149
chr10 48154966 rs17779908ENSG00000PTPN20CP -35512 2733 1.05371 275.86
chr10 46030274 rs7909927 ENSG00000AGAP14P -306951 1880 1.03724 134.898
chr11 3364238 rs6578338 ENSG00000ZNF195 14983 4208 1.02823 471.852
chr11 94436542 rs530569 ENSG00000MRE11 57365 3766 1.04865 270.396
chr11 32105392 rs6711 ENSG00000RCN1 293000 3106 1.02944 187.036
chr11 1.25E+08 rs76604279ENSG00000SPA17 9075 4747 1.03544 360.08
chr11 76967730 rs7929204 ENSG00000ACER3 106862 3721 1.03063 301.194
chr11 20364755 rs10833312ENSG00000HTATIP2 1069 5083 1.02141 706.793
chr11 1.26E+08 rs631372 ENSG00000FOXRED1 -60450 5100 1.03855 486.754
chr11 1.17E+08 rs580119 ENSG00000CEP164 30939 5193 1.06275 524.137
chr11 44066439 rs2074038 ENSG00000ACCS 513 4655 1.04509 525.981
chr11 1.31E+08 rs3751033 ENSG00000SNX19 58 4742 1.04767 592.032
chr11 58044844 rs11229228ENSG00000TIMM10 -514042 4131 1.0745 122.038
chr11 78573408 rs7940507 ENSG00000NARS2 1465 4190 1.06392 299.247
chr11 34909802 rs11606871ENSG00000APIP 6696 5024 1.02606 440.659
chr11 96364768 rs11021552ENSG00000CCDC82 25154 4389 1.05378 419.941
chr11 1.25E+08 rs12274207ENSG00000CCDC15 10818 4738 1.07159 342.698
chr11 44112133 rs7107948 ENSG00000EXT2 16583 4658 1.0824 479.197
chr11 30353769 rs1235089 ENSG00000ARL14EP 30717 3155 1.04933 178.567
chr11 78168166 rs28461 ENSG00000ALG8 -28507 4004 1.05208 214.955
chr11 62680091 rs11231184ENSG00000LBHD1 -7837 3596 1.07189 271.548
chr11 74960055 rs12577614ENSG00000XRRA1 -10856 3407 1.05053 207.462
chr11 8698408 rs4929930 ENSG00000RPL27A 15996 4479 1.05693 379.107
chr11 18408603 rs78762081ENSG00000LDHC -3705 4662 1.0311 431.223
chr11 18457664 rs11605559ENSG00000LDHAL6A 1839 4716 1.05709 449.584
chr11 28380353 rs4923532 ENSG00000METTL15 272104 3141 1.05464 164.188
chr11 65856268 rs11227332ENSG00000EFEMP2 17323 2315 1.05069 128.744
chr11 65870513 rs630394 ENSG00000SNX32 36871 2357 1.07068 129.623
chr11 7992932 rs4758267 ENSG00000EIF3F 22680 5147 1.04461 508.008
chr11 5883817 rs1349766 ENSG00000UBQLNL -367113 6988 1.06847 539.694
chr11 5890112 rs1349771 ENSG00000UBQLN3 -380128 7018 1.05562 562.741
chr11 73949501 rs637028 ENSG00000MRPL48 162184 3069 1.04043 174.888
chr11 670493 rs11246253ENSG00000TMEM80 -24936 4113 1.06623 344.513
chr11 834802 rs6597977 ENSG00000CD151 1958 4467 1.03359 347.279
chr11 382480 rs7935145 ENSG00000SIGIRR 34974 3082 1.05022 269.039
chr11 11742571 rs4910414 ENSG00000TEAD1 -932021 5200 1.06688 502.652
chr11 68885764 rs544370 ENSG00000MRPL21 18070 4051 1.05227 313.066
chr11 5247910 rs6578592 ENSG00000HBG1 1981 7023 1.02816 535.082
chr11 1956322 rs12812 ENSG00000MRPL23 9043 5262 1.06469 562.674
chr11 62433189 rs7944436 ENSG00000HNRNPUL2 294159 3562 1.04658 268.16
chr11 5894579 rs1453438 ENSG00000OLFM5P -369625 6966 1.06533 518.002
chr11 5831490 rs4445666 ENSG00000HNRNPA1P -259299 6785 1.06006 551.078
chr11 5884114 rs7108789 ENSG00000OR52T1P -316499 6799 1.04988 543.272
chr11 1.17E+08 rs7101763 ENSG00000AP000936.3 -35219 4966 1.03961 551.568
chr11 2340394 rs800116 ENSG00000RPL26P30 -4619 5438 1.04499 605.828
chr11 3088196 rs10160757ENSG00000AC108448. -2754 4551 1.0468 579.907
chr11 10825834 rs12282825ENSG00000SNORD97 -24227 5738 1.05294 516.288
chr11 74984167 rs10793108ENSG00000AP001992. 107880 3375 1.04209 233.459
chr11 77927421 rs949171 ENSG00000AP002812. -58227 4068 1.08968 185.686
chr11 78142850 rs7101694 ENSG00000KCTD21-AS 3078 4010 1.04359 261.419
chr11 5832959 rs1453442 ENSG00000OR51K1P -401358 7123 1.04433 543.388
chr11 45351929 rs12418562ENSG00000AC103736. -3443 3801 1.06995 424.565
chr11 61576553 rs11820517ENSG00000RCC2P6 -794594 3485 1.06348 272.227
chr11 6601627 rs11826421ENSG00000AC084337. -112251 5866 1.05946 519.55
chr11 71452973 rs11600860ENSG00000AP002387. 4298 3478 1.044 231.975
chr11 8966803 rs2248245 ENSG00000TMEM9B-A 2127 4379 1.04782 341.409
chr11 723429 rs4078520 ENSG00000AP006621.3 -54150 4325 1.05082 345.566
chr11 68029289 rs3115547 ENSG00000AC004923.4 1171 2767 1.05691 167.859
chr11 77943819 rs607876 ENSG00000AP002812.5 -73729 4071 1.07543 177.71
chr11 1.34E+08 rs4937897 ENSG00000AP004608. 33911 4424 1.03226 529.661
chr11 63146720 rs11231383ENSG00000SNHG1 -290807 3505 1.05219 249.444
chr11 94453355 rs509744 ENSG00000AP000786. 20214 3785 1.03284 266.059
chr11 69087895 rs3829241 ENSG00000259799 -68016 4539 1.05012 402.127
chr11 69096881 rs4930652 ENSG00000AP003071. -6613 4424 1.06193 377.064
chr11 1.19E+08 rs1786685 ENSG00000AP003392.5 -2570 4024 1.07284 301.608
chr11 1.19E+08 rs582200 ENSG00000AP004609.3 6944 3961 1.06343 309.701
chr11 74960055 rs12577614ENSG00000AP000560. -127546 3396 1.06349 225.535
chr11 1.24E+08 rs2023754 ENSG00000AP000866.6 467608 4849 1.0547 348.635
chr11 780827 rs4963156 ENSG00000AP006621.5 1209 4326 1.05796 371.817
chr11 93415651 rs2608215 ENSG00000AP003969. -126749 3848 1.0477 215.414
chr11 90221055 rs11018924ENSG00000AP002364. -2099 3818 1.05839 119.519
chr11 47694829 rs10838748ENSG00000280615 -79836 2953 1.03649 57.7394
chr12 4589532 rs10744653ENSG00000DYRK4 27327 4703 1.05207 647.372
chr12 31087688 rs7308494 ENSG00000DDX11 13842 6088 1.06714 378.067
chr12 80732519 rs12372275ENSG00000MYF6 25020 3577 1.06383 175.604
chr12 128020 rs59167237ENSG00000SLC6A12 86549 2458 1.06244 270.233
chr12 4648643 rs4147668 ENSG00000AKAP3 403 4716 1.0615 630.46
chr12 1.13E+08 rs11066451ENSG00000OAS3 -14715 3559 1.04468 268.41
chr12 1.24E+08 rs61678733ENSG00000DDX55 7549 3919 1.06753 307.89
chr12 6839862 rs5441 ENSG00000GNB3 -93 4371 1.09207 417.664
chr12 9280887 rs2113899 ENSG00000AC009533. 3651 4511 1.08136 326.551
chr12 1.02E+08 rs10778167ENSG00000WASHC3 15680 3936 1.06954 305.197
chr12 10926663 rs7298262 ENSG00000TAS2R7 -124037 4836 1.05447 331.288
chr12 56467674 rs7302925 ENSG00000CDK2 500904 3115 1.05425 173.39
chr12 1.3E+08 rs1105492 ENSG00000PIWIL1 -5700 6346 1.0278 967.25
chr12 66302475 rs3741605 ENSG00000HELB -71 3821 1.03625 333.003
chr12 10550852 rs16915318ENSG00000KLRC1 -96168 5003 1.06908 262.411
chr12 10890433 rs10845230ENSG00000PRH2 -38804 4828 1.0548 379.004
chr12 42313635 rs3761677 ENSG00000ZCRB1 12482 4937 1.057 250.111
chr12 1.02E+08 rs75001229ENSG00000SYCP3 -3907 4041 1.08433 307.457
chr12 1.13E+08 rs71467910ENSG00000SDSL -7756 4503 1.06269 364.345
chr12 50144032 rs7302981 ENSG00000CERS5 23500 2831 1.0551 135.472
chr12 1.22E+08 rs921286 ENSG00000RHOF 13617 3839 1.06089 220.382
chr12 1.23E+08 rs1790106 ENSG00000ABCB9 -125401 3634 1.06112 151.56
chr12 69751691 rs55967505ENSG00000MYRFL -73614 5058 1.02456 384.785
chr12 49154407 rs2162644 ENSG00000TUBA1A 34916 3283 1.03973 193.41
chr12 49119146 rs77888738ENSG00000TUBA1C -69591 3275 1.08211 189.83
chr12 31104061 rs11545332ENSG00000AC024940. 102092 6073 1.05757 414.018
chr12 643194 rs55800929ENSG00000AC021054. 12302 3446 1.06228 369.416
chr12 55545306 rs1955100 ENSG00000PHC1P1 -130520 3611 1.06887 225.561
chr12 75393352 rs4583012 ENSG00000GLIPR1L2 2281 4169 1.04159 339.92
chr12 56648276 rs7315472 ENSG00000NACA 83351 2249 1.05091 160.981
chr12 56042145 rs1131017 ENSG00000RPS26 291 3011 1.03213 166.883
chr12 93460929 rs11611224ENSG00000MRPL42 -6560 4500 1.05817 433.127
chr12 56752285 rs2277339 ENSG00000PRIM1 87 2259 1.04728 166.278
chr12 10494172 rs7956814 ENSG00000KLRC2 -51873 4966 1.0363 311.097
chr12 10968354 rs7308933 ENSG00000TAS2R15P -3003 4791 1.05458 334.048
chr12 11015164 rs10845290ENSG00000TAS2R50 -28253 4759 1.05291 379.404
chr12 11171395 rs7488102 ENSG00000TAS2R14 177 4810 1.00979 384.929
chr12 11176054 rs1863848 ENSG00000TAS2R13 -266493 4850 1.07617 333.178
chr12 1.22E+08 rs1168663 ENSG00000LINC01089 7722 3844 1.07757 208.713
chr12 9478686 rs4764211 ENSG00000AC092821. 11133 4600 1.06359 340.804
chr12 9943487 rs74065411ENSG00000LINC02470 7 4981 1.07272 291.843
chr12 1.12E+08 rs7962814 ENSG00000ADAM1B -55252 2123 1.05778 100.367
chr12 10874159 rs10772372ENSG00000PRH1 297384 4835 1.0633 312.21
chr12 9656466 rs7302110 ENSG00000GOT2P3 14742 4872 1.07937 312.446
chr12 11178495 rs7350611 ENSG00000LINC01252 -369536 4602 1.059 404.547
chr12 11143135 rs1839859 ENSG00000TAS2R43 -8892 4865 1.06105 388.5
chr12 10442249 rs10909609ENSG00000AC068775. -6249 4966 1.09146 286.803
chr12 11176054 rs1863848 ENSG00000TAS2R20 -178180 4763 1.03285 413.256
chr12 10999000 rs10772408ENSG00000TAS2R63P 50255 4770 1.05192 369.605
chr12 11001562 rs12320640ENSG00000TAS2R30 133081 4846 1.02557 389.983
chr12 11053074 rs4763236 ENSG00000TAS2R64P 26096 4842 1.04287 377.917
chr12 1.31E+08 rs7295705 ENSG00000AC073912. -4719 6338 1.04291 834.309
chr12 1.32E+08 rs11246977ENSG00000LINC02361 532 4607 1.04439 380.093
chr12 10614281 rs7316237 ENSG00000KLRA1P -14613 5202 1.06322 291.86
chr12 11176054 rs1863848 ENSG00000AC006518. -279103 4841 1.06912 366.978
chr12 10550852 rs16915318ENSG00000SLC25A39P 682 5195 1.0426 271.924
chr12 57936758 rs4272820 ENSG00000AC084033. -30301 3197 1.0598 187.682
chr12 29344058 rs10843390ENSG00000AC009318. -26211 5550 1.05448 332.793
chr12 1.2E+08 rs11609119ENSG00000GATC -6421 3952 1.06492 224.804
chr12 42350988 rs55645737ENSG00000AC079601. -108379 4801 1.07294 256.45
chr12 70387250 rs11611402ENSG00000AC078922. -440170 5058 1.04379 352.114
chr12 54182016 rs2233921 ENSG00000AC023794.4 -17565 3658 1.05422 318.569
chr12 70394146 rs79066689ENSG00000LINC01481 -172285 4858 1.07625 293.388
chr12 70139483 rs7303472 ENSG00000LINC01481 103876 5048 1.05483 370.488
chr12 1.06E+08 rs10861553ENSG00000AC011595. -783 4186 1.03604 305.778
chr12 1.05E+08 rs11112414ENSG00000AC016257. -113001 4734 1.02927 432.617
chr12 87133997 rs35223343ENSG00000MKRN9P 650570 3425 1.04552 109.957
chr12 89536622 rs4842661 ENSG00000AC025034. -24508 2624 1.04875 188.451
chr12 89441951 rs10858854ENSG00000POC1B-AS1 -83704 2669 1.0591 180.46
chr12 11173205 rs2416549 ENSG00000DDX55P1 -339519 4684 1.04098 354.315
chr12 46358580 rs74659601ENSG00000AC008035. -178923 3973 1.03917 292.776
chr12 44313884 rs1098498 ENSG00000AC025253. 185273 3237 1.07792 160.147
chr12 1.18E+08 rs58884645ENSG00000AC026367. -175310 4802 1.02812 591.238
chr12 50967680 rs7138860 ENSG00000277201 -82242 3074 1.0448 184.795
chr12 46385224 rs59546893ENSG00000AC025031. -19421 3817 1.06734 244.818
chr12 1.25E+08 rs41473449ENSG00000AC122688. -1373 5414 1.03785 687.744
chr12 48195153 rs11168450ENSG00000AC074029.4 5803 4586 1.05335 291.228
chr13 36258345 rs35519395ENSG00000SOHLH2 -43731 4260 1.04966 378.641
chr13 43023570 rs17553284ENSG00000DNAJC15 366 4310 1.05874 317.103
chr13 36871971 rs622085 ENSG00000SMAD9 48793 4723 1.03252 377.85
chr13 52466687 rs7321964 ENSG00000CKAP2 11257 2917 1.02613 228.261
chr13 52740143 rs3759509 ENSG00000CNMD -332 3206 1.06849 221.26
chr13 49589887 rs9526580 ENSG00000RCBTB1 -4305 3829 1.07132 227.246
chr13 47898710 rs7993360 ENSG00000MED4 196420 4209 1.0844 228.666
chr13 49483860 rs9568219 ENSG00000SETDB2 39485 3715 1.06115 220.571
chr13 43817800 rs12866387ENSG00000CCDC122 61926 3811 1.03374 366.976
chr13 78664934 rs75256864ENSG00000POU4F1 -61375 4025 1.04315 240.792
chr13 24316879 rs1961993 ENSG00000AMER2 855408 5334 1.07101 464.54
chr13 45379199 rs60275031ENSG00000TPT1-AS1 37853 3798 1.04695 323.45
chr13 27621896 rs2232679 ENSG00000POLR1D 1153 5130 1.03292 523.392
chr13 20580772 rs7325293 ENSG00000RNU2-7P -31390 4861 1.0848 381.102
chr13 79480285 rs1023293 ENSG00000RBM26-AS1 73975 3587 1.04166 285.652
chr13 79555193 rs2760102 ENSG00000LINC01068 -11535 3534 1.04422 255.974
chr13 1.13E+08 rs3011472 ENSG00000MCF2L-AS1 4751 4537 1.04889 497.167
chr13 46076551 rs1581846 ENSG00000CPB2-AS1 23744 4237 1.07098 348.192
chr13 20673762 rs7319201 ENSG00000SLC35E1P1 66493 4856 1.05451 374.548
chr13 24842854 rs3759460 ENSG00000AL359538.1 275980 5894 1.04922 611.905
chr13 36274050 rs912927 ENSG00000CCDC169-S 23791 4262 1.03311 370.487
chr13 1.13E+08 rs4907571 ENSG00000AL356740.1 1948 4544 1.05793 472.155
chr13 52173143 rs56033750ENSG00000AL137058.2 -426900 3057 1.05603 226.837
chr13 1.14E+08 rs60907259ENSG00000AL442125.1 16958 4188 1.05955 343.657
chr13 1.07E+08 rs61966973ENSG00000AL162574.1 -14336 4563 1.04182 592.246
chr13 46096856 rs2404965 ENSG00000AL137141.1 -21009 4242 1.04552 365.269
chr14 88361089 rs35823815ENSG00000SPATA7 -23836 4514 1.06021 299.889
chr14 87943621 rs77010659ENSG00000GALC 50043 4339 1.04733 243.149
chr14 92059127 rs8022758 ENSG00000ATXN3 47493 5051 1.05674 495.386
chr14 1.03E+08 rs2273703 ENSG00000MARK3 66299 3721 1.04254 258.202
chr14 20454990 rs1760944 ENSG00000OSGEP 114 4127 1.05659 588.063
chr14 24261256 rs2748516 ENSG00000TGM1 3175 4563 1.04782 421.947
chr14 30845149 rs7159420 ENSG00000COCH -29366 3387 1.05714 257.066
chr14 24932179 rs55774462ENSG00000REC8 760325 4581 1.0548 456.521
chr14 72926683 rs12587742ENSG00000DCAF4 350 4642 1.06226 342.805
chr14 74224927 rs7158381 ENSG00000ACYP1 844555 3412 1.06164 282.529
chr14 73575044 rs14903311ENSG00000ACOT2 7423 4628 1.07911 242.887
chr14 73149020 rs8018725 ENSG00000ZNF410 -737598 4323 1.063 183.323
chr14 20413368 rs1713434 ENSG00000TEP1 60 4036 1.06653 548.294
chr14 70579708 rs1112478 ENSG00000ADAM20 -44694 4218 1.04417 291.401
chr14 73843004 rs10873261ENSG00000PTGR2 -8841 4348 1.07648 196.756
chr14 1E+08 rs3783347 ENSG00000WARS 3880 3953 1.02341 513.496
chr14 24017479 rs7155202 ENSG00000DHRS4 63892 4346 1.03381 450.292
chr14 49603868 rs7145333 ENSG00000RPL36AL 16816 3560 1.06906 228.276
chr14 91824400 rs10498632ENSG00000TC2N 43135 4979 1.03109 486.455
chr14 1.01E+08 rs9324028 ENSG00000SNORD113 -43105 3870 1.06422 451.204
chr14 1.01E+08 rs12896504ENSG00000SNORD114 20606 3834 1.04106 486.856
chr14 88469581 rs2297129 ENSG00000Y_RNA -370585 4638 1.05665 382.528
chr14 23953376 rs10151793ENSG00000DHRS4-AS1 35462 4337 1.01905 488.52
chr14 58543931 rs28535751ENSG00000RPL9P5 -20216 4701 1.03288 311
chr14 99612563 rs17098899ENSG00000AL160313.1 8006 4305 1.06893 430.564
chr14 76202966 rs4903385 ENSG00000AC016526. -32852 4190 1.06393 518.465
chr14 40119765 rs11628894ENSG00000AL352977.2 -267794 5559 1.10133 154.467
chr14 73789416 rs12587785ENSG00000AC005520. -62556 4349 1.04287 212.465
chr14 1.05E+08 rs12894160ENSG00000LINC00638 2288 3675 1.03467 313.254
chr14 96593254 rs75564413ENSG00000AL137786.1 520 4491 1.05202 473.766
chr14 1E+08 rs8009018 ENSG00000AL133523.1 47734 3896 1.05923 445.077
chr14 88504581 rs1998670 ENSG00000AL162171.2 5246 4525 1.04901 308.478
chr14 70581815 rs10141744ENSG00000ADAM20P1 -98060 4284 1.06881 275.076
chr14 1.03E+08 rs1125790 ENSG00000AL138976.2 -17522 3591 1.05626 253.222
chr14 23030112 rs11352519ENSG00000AL132780.4 -5896 4449 1.05595 536.613
chr15 64815605 rs74935506ENSG00000DAPK2 -743573 3614 1.08285 197.48
chr15 55314015 rs11638111ENSG00000RAB27A 5097 5574 1.04964 348.55
chr15 99160674 rs8023490 ENSG00000TTC23 90548 5708 1.04762 568.105
chr15 40678526 rs8036817 ENSG00000CCDC32 -113470 3832 1.05744 250.902
chr15 40413902 rs11363872ENSG00000KNSTRN 31180 3890 1.0498 235.09
chr15 79875876 rs934134 ENSG00000MTHFS 21502 5054 1.04578 464.504
chr15 76530077 rs2461871 ENSG00000SCAPER 375366 2518 1.05004 94.7604
chr15 1.01E+08 rs36053285ENSG00000LINS1 28794 6023 1.03009 710.689
chr15 64912739 rs8035615 ENSG00000ANKDD1A 836 2811 1.05909 136.568
chr15 32641892 rs11635997ENSG00000SCG5 215 3895 1.04125 415.848
chr15 66259728 rs75240712ENSG00000DIS3L -33490 4520 1.03637 374.659
chr15 43342511 rs6493081 ENSG00000ADAL 11836 1905 1.05344 64.9102
chr15 75595064 rs75169822ENSG00000SNUPN 31404 2516 1.05176 127.498
chr15 78517874 rs12912673ENSG00000CHRNA5 -47647 4864 1.05823 346.833
chr15 23437561 rs6576313 ENSG00000GOLGA6L2 9672 4201 1.04146 294.431
chr15 42545300 rs1060293 ENSG00000LRRC57 3501 2888 1.04735 145.61
chr15 1.02E+08 rs56291139ENSG00000TM2D3 -639 3153 1.03371 431.555
chr15 44716496 rs17229438ENSG00000TRIM69 -12493 2903 1.07468 135.58
chr15 84549960 rs35614403ENSG00000GOLGA6L3 -690513 4409 1.05128 272.094
chr15 82170788 rs61413136ENSG00000SAXO2 -92023 2705 1.0829 188.341
chr15 1.01E+08 rs36053285ENSG00000RNU6-181P -13644 6024 1.04887 676.563
chr15 25085403 rs3803328 ENSG00000SNORD116 17 6011 1.01688 464.509
chr15 34595135 rs2081565 ENSG00000GOLGA8B -6633 4438 1.06752 456.429
chr15 84571037 rs12905223ENSG00000GOLGA2P7 -340902 3282 1.06966 194.302
chr15 56011294 rs11340202ENSG00000CNOT6LP1 -4119 4621 1.07055 227.669
chr15 84246628 rs55639064ENSG00000DNM1P51 165072 3417 1.06982 184.558
chr15 50356142 rs504781 ENSG00000GABPB1-AS 1182 4170 1.07965 172.399
chr15 43810130 rs693919 ENSG00000AC011330. -125792 1620 1.06193 51.7078
chr15 82239933 rs62012050ENSG00000GOLGA2P1 274016 2576 1.04092 185.742
chr15 92714519 rs67770259ENSG00000AC091544. 19675 6276 1.02219 921.743
chr15 1.01E+08 rs36053285ENSG00000PRKXP1 -15482 6025 1.04769 666.703
chr15 34000179 rs532720 ENSG00000AC010809. -135355 5246 1.04333 605.066
chr15 77516668 rs12902698ENSG00000AC046168. -8873 3751 1.04413 215.147
chr15 99767557 rs2958959 ENSG00000AC090825. -39467 5918 1.04115 585.243
chr15 50968678 rs11635102ENSG00000DCAF13P3 24014 4194 1.06507 169.423
chr15 39594229 rs61432611ENSG00000AC022196. -74376 4579 1.05847 412.874
chr15 85749093 rs8110 ENSG00000AC021739. 7143 5230 1.08037 327.048
chr15 45351645 rs2467862 ENSG00000AC051619. -19012 3585 1.05834 195.297
chr15 81963736 rs8024021 ENSG00000AC025219. 31929 2995 1.06233 233.719
chr15 50356142 rs504781 ENSG00000AHCYP7 -61244 4267 1.07326 185.228
chr15 45069347 rs10152499ENSG00000SORD2P -184654 2989 1.05008 157.833
chr15 84386630 rs62028142ENSG00000UBE2Q2L 214139 3262 1.03609 204.043
chr15 45285110 rs8041874 ENSG00000AC051619. -5860 3412 1.06769 176.676
chr15 79932475 rs11854390ENSG00000AC021483. -98922 5058 1.06075 460.913
chr15 51840257 rs2570240 ENSG00000AC090971. 90369 3848 1.0797 203.75
chr15 84248084 rs4338765 ENSG00000AC243562. -141646 3420 1.08328 186.039
chr15 84189927 rs11633897ENSG00000CSPG4P11 3174 3298 1.05633 210.764
chr15 84397936 rs4842947 ENSG00000AC243562. -24683 3448 1.05644 178.98
chr15 71192611 rs4300598 ENSG00000THSD4-AS1 -3570 3588 1.06202 300.904
chr15 24489590 rs74003231ENSG00000PWRN3 48462 5851 1.04025 387.317
chr15 89500108 rs11635261ENSG00000AC013391. -8854 4615 1.02885 363.692
chr15 43236416 rs3784267 ENSG00000AC068724. -51276 2084 1.02882 63.2637
chr15 1.01E+08 rs36053285ENSG00000AC027020. -24283 6038 1.06754 637.792
chr15 1.01E+08 rs7178773 ENSG00000AC015712. 637 5829 1.05406 759.23
chr15 25113642 rs12441193ENSG00000SNORD116 54103 6086 1.04945 511.306
chr15 34035834 rs2702306 ENSG00000AC010809. -184657 5258 1.07907 530.741
chr15 82552642 rs3850610 ENSG00000AC243919. 133990 2561 1.08442 169.877
chr15 79914616 rs8024713 ENSG00000AC015871. 7838 4952 1.03004 470.483
chr15 82159213 rs62011975ENSG00000GOLGA6L10 190261 2592 1.04854 193.354
chr16 20214121 rs9935840 ENSG00000GDE1 -691977 4111 1.04775 323.448
chr16 2942113 rs9930148 ENSG00000FLYWCH1 30175 3256 1.07838 307.025
chr16 75510754 rs2550890 ENSG00000ADAT1 112545 5286 1.07257 345.608
chr16 15074903 rs4985147 ENSG00000RRN3 19413 2370 1.02546 192.074
chr16 48356601 rs8053839 ENSG00000LONP2 112304 2600 1.04831 124.257
chr16 140969 rs2541604 ENSG00000NPRL3 -2110 2784 1.03893 278.785
chr16 29152569 rs153175 ENSG00000RRN3P2 77592 1963 1.02616 130.355
chr16 53409724 rs13332071ENSG00000RBL2 -24254 4385 1.05471 421.953
chr16 31080754 rs7196726 ENSG00000KAT8 -35001 2035 1.0313 118.186
chr16 19698429 rs56100071ENSG00000KNOP1 19805 4559 1.07574 313.904
chr16 87730661 rs9934565 ENSG00000KLHDC4 35330 6226 1.07272 755.814
chr16 3678516 rs4786429 ENSG00000TRAP1 39080 4076 1.04758 418.425
chr16 629274 rs35915772ENSG00000WFIKKN1 34 4173 1.05632 436.691
chr16 82170181 rs2303260 ENSG00000MPHOSPH6 44 7746 1.02348 880.539
chr16 4796532 rs56400014ENSG00000SEPT12 -8012 5723 1.03003 573.303
chr16 90038596 rs11648422ENSG00000GAS8 18966 2873 1.08931 153.203
chr16 10733105 rs2697653 ENSG00000TEKT5 -38161 6642 1.04258 560.492
chr16 4466091 rs3747584 ENSG00000NMRAL1 29671 4796 1.03881 504.381
chr16 50065836 rs8052492 ENSG00000HEATR3 -106 3921 1.05795 395.525
chr16 69992053 rs12918586ENSG00000CLEC18A 41347 2714 1.03163 125.537
chr16 57985711 rs2304487 ENSG00000TEPP 9275 4837 1.05083 456.923
chr16 70594140 rs8047409 ENSG00000DDX19A 294915 2646 1.08452 122.481
chr16 30315250 rs8050176 ENSG00000NPIPB12 -809252 1913 1.03322 118.796
chr16 1880087 rs186941 ENSG00000FAHD1 53145 4546 1.04778 399.916
chr16 30176192 rs12373113ENSG00000SLX1B 721690 1887 1.0211 122.238
chr16 30324709 rs7195216 ENSG00000SMG1P5 10664 1605 1.04196 108.13
chr16 30804517 rs9933875 ENSG00000CCDC189 -41808 2141 1.05973 121.215
chr16 28596211 rs4115668 ENSG00000SULT1A1 27413 2367 1.01332 208.777
chr16 30324709 rs7195216 ENSG00000NPIPB13 -70200 1679 1.05226 109.064
chr16 68533891 rs1728781 ENSG00000RNU4-36P -1625 2683 1.04999 116.971
chr16 29871169 rs12917712ENSG00000CDIPT-AS1 7575 1868 1.01915 145.908
chr16 15157749 rs2175238 ENSG00000NPIPA3 448804 2401 1.06164 208.925
chr16 70022612 rs55983210ENSG00000NPIPB14P -26425 2691 1.05364 120.566
chr16 10946769 rs12922318ENSG00000RPL7P46 -80256 6393 1.06328 579.31
chr16 11976565 rs393329 ENSG00000NPIPB2 77 6569 1.05306 488.874
chr16 14881435 rs4780563 ENSG00000NPIPA2 133368 2301 1.0635 202.953
chr16 89913750 rs62052210ENSG00000MC1R 1630 3078 1.05667 180.731
chr16 69330540 rs8057004 ENSG00000AC026464. 21189 3100 1.07637 117.79
chr16 27460543 rs12922976ENSG00000IL21R-AS1 -7151 4197 1.04699 509.937
chr16 51798845 rs60514296ENSG00000LINC01571 36325 4078 1.05422 446.72
chr16 11976565 rs393329 ENSG00000UBL5P4 -7823 6591 1.02806 543.921
chr16 21974165 rs11648723ENSG00000AC092375. -178407 1554 1.0443 142.962
chr16 2671344 rs57420348ENSG00000ERVK13-1 2099 3954 1.04685 305.416
chr16 88663413 rs7188384 ENSG00000SNAI3-AS1 114 5610 1.05704 534.606
chr16 87730661 rs9934565 ENSG00000AC010536. 17044 6222 1.07651 732.177
chr16 21974165 rs11648723ENSG00000AC009021. 638030 2357 1.0269 192.863
chr16 2687070 rs11645410ENSG00000AC141586. -87353 3918 1.05019 295.343
chr16 84486719 rs431389 ENSG00000ATP2C2-AS -19359 8145 1.04967 1076.68
chr16 70251998 rs4985407 ENSG00000SMG1P7 -6383 2586 1.03156 113.187
chr16 30161306 rs13331817ENSG00000BOLA2-SMG -706656 1877 1.03487 115.138
chr16 70193218 rs3096368 ENSG00000AC012184. 153528 2669 1.0419 126.146
chr16 28496727 rs180744 ENSG00000AC138894. -4716 2445 1.05658 210.348
chr16 25031662 rs28591601ENSG00000LINC02175 -35276 5015 1.03402 531.569
chr16 25080089 rs7498466 ENSG00000AC133552. -13299 5066 1.0571 577.774
chr16 11195285 rs1990572 ENSG00000AC009121. 149925 5752 1.04585 541.42
chr16 15716354 rs55871015ENSG00000AF001548.2 -10321 2007 1.06786 166.977
chr16 4775731 rs3747604 ENSG00000AC020663. 20800 5801 1.06132 554.658
chr16 86539042 rs11645968ENSG00000AC009108. -15146 6525 1.05032 1045.03
chr16 25031662 rs28591601ENSG00000SCML2P2 -37909 5012 1.04285 564.298
chr16 89506257 rs57696383ENSG00000AC092123. -10541 4408 1.07175 339.919
chr17 51171825 rs9303577 ENSG00000NME1-NME 18234 3957 1.04055 393.916
chr17 46494702 rs3874943 ENSG00000NSF -95968 4171 1.04001 134.157
chr17 3702998 rs2737113 ENSG00000P2RX5 -6595 5234 1.0367 577.532
chr17 18151603 rs865923 ENSG00000MYO15A 42896 2805 1.06017 190.686
chr17 63716458 rs1982400 ENSG00000FTSJ3 113553 2181 1.0484 122.173
chr17 9914557 rs1801760 ENSG00000RCVRN -8937 4733 1.05327 577.718
chr17 46210007 rs2668690 ENSG00000KANSL1 15366 4021 1.05341 157.608
chr17 15561365 rs190206 ENSG00000TEKT3 -219725 4871 1.03257 512.859
chr17 7318388 rs7216490 ENSG00000GPS2 -2825 4199 1.05959 437.842
chr17 18870323 rs34417974ENSG00000PRPSAP2 30237 2042 1.03886 123.414
chr17 80038043 rs3764438 ENSG00000CCDC40 1410 5292 1.07107 619.506
chr17 80589351 rs60288601ENSG00000EIF4A3 -442169 5300 1.04718 648.133
chr17 17217498 rs4985752 ENSG00000FLCN 19689 3342 1.05841 236.472
chr17 20002618 rs79773274ENSG00000CCDC144CP -318547 2396 1.0666 138.336
chr17 76558657 rs4648343 ENSG00000SNHG16 890 4862 1.03251 570.332
chr17 79074958 rs56107536ENSG00000ENGASE 18 5110 1.03938 789.673
chr17 2258310 rs14242649ENSG00000SRR -45074 4514 1.04291 554.686
chr17 82043165 rs8069378 ENSG00000DCXR -5434 4670 1.0645 329.262
chr17 10721073 rs365271 ENSG00000ADPRM 23478 4780 1.05162 581.651
chr17 80127830 rs12942002ENSG00000GAA 26273 5344 1.03589 673.152
chr17 45058935 rs55897749ENSG00000DCAKD 2173 4180 1.06473 207.178
chr17 80277897 rs62074445ENSG00000RNF213 17030 5188 1.03603 585.126
chr17 15543515 rs58393633ENSG00000TVP23C 20079 4578 1.04746 404.561
chr17 45980229 rs3785884 ENSG00000LRRC37A -312505 4067 1.05207 140.155
chr17 29698931 rs3115086 ENSG00000EFCAB5 -230270 2515 1.06109 91.9952
chr17 47347749 rs7206971 ENSG00000EFCAB13 24458 2861 1.04718 140.901
chr17 15790258 rs28410114ENSG00000MEIS3P1 3639 3847 1.0498 327.004
chr17 82459690 rs12952969ENSG00000OGFOD3 -41054 4011 1.05015 244.499
chr17 76709794 rs9303003 ENSG00000MXRA7 1221 4955 1.071 550.208
chr17 4193067 rs56050239ENSG00000ANKFY1 70909 5161 1.03556 458.787
chr17 46548562 rs1863115 ENSG00000ARL17A 31159 4149 1.02978 135.865
chr17 399065 rs4567793 ENSG00000C17orf97 -11263 3237 1.02007 489.302
chr17 59937788 rs180520 ENSG00000RNFT1 26972 2371 1.0545 91.8087
chr17 19287629 rs3785787 ENSG00000GRAPL 160159 2162 1.02156 118.513
chr17 3605864 rs17634022ENSG00000SHPK 30457 5227 1.02942 562.928
chr17 43218055 rs34981932ENSG00000NBR2 92444 2707 1.05154 167.68
chr17 48082449 rs71369829ENSG00000RNU6-1201 6334 3622 1.07568 170.018
chr17 81667132 rs8071084 ENSG00000ARL16 16791 4918 1.05052 387.534
chr17 45826476 rs62057151ENSG00000KANSL1-AS -367101 3982 1.05983 138.867
chr17 45880806 rs55944735ENSG00000LRRC37A4P -330472 4464 1.04249 178.49
chr17 30576813 rs216410 ENSG00000AC005562. 348 2518 1.04461 107.754
chr17 15964977 rs2324082 ENSG00000ZSWIM7 34739 3703 1.03955 311.244
chr17 15684031 rs163385 ENSG00000TBC1D26 -48217 4021 1.07689 356.711
chr17 46548562 rs1863115 ENSG00000ARL17B -186766 4055 1.04851 142.435
chr17 47625898 rs6505062 ENSG00000MRPL45P2 -133407 3103 1.04253 138.281
chr17 18389857 rs674622 ENSG00000USP32P2 136072 2193 1.0472 119.537
chr17 14032624 rs9912591 ENSG00000AC005304. -92031 6366 1.05005 804.176
chr17 21177642 rs8080379 ENSG00000AC087294. -36690 1560 1.07882 118.201
chr17 16668190 rs8075374 ENSG00000AC005822. -50310 3397 1.05292 263.593
chr17 45868952 rs753236 ENSG00000LRRC37A2 -642560 4142 1.04681 138.245
chr17 46788132 rs199499 ENSG00000Y_RNA -572962 3974 1.06028 122.961
chr17 15543515 rs58393633ENSG00000CDRT4 -39908 4646 1.07082 384.498
chr17 58971299 rs9898916 ENSG00000AC100832. 73522 2484 1.05355 151.416
chr17 48957057 rs12603969ENSG00000SUMO2P17 -48075 3526 1.0559 256.896
chr17 50524273 rs6504667 ENSG00000AC021491. 14480 3655 1.06447 452.008
chr17 3542965 rs73319022ENSG00000P2RX5-TAX 153228 5219 1.05379 528.237
chr17 15554994 rs236810 ENSG00000TVP23C-CD 8566 4646 1.02783 415.241
chr17 46548562 rs1863115 ENSG00000NSFP1 175706 4131 1.05497 143.256
chr17 80215535 rs12450437ENSG00000AC087741. -9587 5238 1.06695 609.02
chr17 46219782 rs2696689 ENSG00000AC005670. -703352 3333 1.04525 132.667
chr17 82719711 rs12946071ENSG00000AC024361. -3457 3056 1.05863 203.52
chr17 60502870 rs8069266 ENSG00000263422 -460429 2399 1.05554 92.4058
chr17 45909818 rs11144785ENSG00000MAPK8IP1P -307479 4266 1.03061 134.26
chr17 30823237 rs9899268 ENSG00000AC127024. 93767 2955 1.06331 164.519
chr17 8376006 rs1695213 ENSG00000AC135178. 7180 3873 1.0545 415.683
chr17 46142465 17:4421983ENSG00000DND1P1 556593 4309 1.03871 152.254
chr17 45773279 rs60814418ENSG00000MAPT-AS1 122320 4031 1.08207 159.014
chr17 18668053 rs9889937 ENSG00000AC026271.4 1407 2049 1.04739 118.355
chr17 30574133 rs11080128ENSG00000SH3GL1P2 -50281 2619 1.06448 139.816
chr17 45883545 rs56180212ENSG00000RN7SL199P -653990 4155 1.04273 130.034
chr17 45883545 rs56180212ENSG00000RN7SL656P -436135 4104 1.06123 138.578
chr17 30746755 rs7504112 ENSG00000AC127024. -45618 3085 1.05506 192.123
chr17 45825175 rs4327090 ENSG00000AC138645. -678772 4132 1.0622 128.452
chr17 45825175 rs4327090 ENSG00000AC091132. -266106 4406 1.07317 163.893
chr17 15495639 rs9913509 ENSG00000AC005703.4 -77762 4790 1.06168 415.039
chr17 14032624 rs9912591 ENSG00000AC005304. -65673 6350 1.06453 773.726
chr17 45915577 rs9899833 ENSG00000AC091132.4 383999 4430 1.05364 162.738
chr17 59501156 rs4047830 ENSG00000DHX40P1 501227 2376 1.07912 92.9593
chr17 76562724 rs4647887 ENSG00000AC015802. -7069 4875 1.02528 565.568
chr17 46249529 rs79475968ENSG00000AC091132. 703724 4417 1.05501 162.448
chr17 45868952 rs753236 ENSG00000AC091132. -310215 4413 1.04816 155.859
chr17 68135517 rs7210736 ENSG00000AC005332. -54368 3947 1.05422 389.026
chr17 35926187 rs2702950 ENSG00000LRRC37A9P -8178 2811 1.05237 308.449
chr17 37918658 rs2661226 ENSG00000TBC1D3C 149933 1816 0.997298 261.769
chr17 45825175 rs4327090 ENSG00000Metazoa_S -298430 4439 1.05215 160.41
chr17 40660274 rs917593 ENSG00000AC073508. 11973 3831 1.04449 216.622
chr18 31515822 rs2704051 ENSG00000DSG2 17778 4462 1.04425 336.508
chr18 6728904 rs7506354 ENSG00000ARHGAP28 -815 4750 1.04918 749.279
chr18 80024607 rs9959394 ENSG00000RBFA -9752 3174 1.08163 191.552
chr18 54423865 rs1403889 ENSG00000POLI 154460 5101 1.06266 154.445
chr18 46108610 rs11874712ENSG00000PSTPIP2 -36339 4323 1.05913 370.185
chr18 11905954 rs8097892 ENSG00000MPPE1 3268 5104 1.05218 415.637
chr18 39828717 rs1513691 ENSG00000RPL7AP66 -493046 3717 1.08047 203.21
chr18 49479001 rs9961388 ENSG00000RPL17-C18o 12584 4865 1.05278 380.801
chr18 79981409 rs11267407ENSG00000RBFADN -65492 3148 1.05495 192.227
chr18 128929 rs2847074 ENSG00000ROCK1P1 19863 2805 1.02252 361.903
chr18 5243568 rs8084872 ENSG00000LINC00667 5741 4795 1.05147 557.296
chr18 5237477 rs7244432 ENSG00000AP001496. 1048 4802 1.04161 608.722
chr18 80047211 rs72972292ENSG00000SLC25A6P4 -30497 3044 1.04865 196.211
chr18 35640254 rs12327289ENSG00000AC090220. 44352 3609 1.06549 262.137
chr18 80048745 rs10853397ENSG00000AC090360. 14398 3174 1.05119 213.681
chr18 12440859 rs59992891ENSG00000AP001029. 1968 4828 1.0525 374.646
chr18 80148617 rs1050919 ENSG00000AC139100. -35064 2777 1.05884 197.069
chr18 41651410 rs8091791 ENSG00000KC6 -19226 4297 1.04802 228.964
chr18 12911505 rs8094285 ENSG00000EIF4A2P1 -1340 4682 1.05284 385.025
chr18 47852240 rs1792653 ENSG00000MTCO2P2 1216 4043 1.041 434.089
chr18 36843747 rs16968339ENSG00000AC015961. -400030 3910 1.03499 313.504
chr18 35246697 rs1060760 ENSG00000AC011815. -21522 3393 1.05579 212.721
chr18 79679258 rs978579 ENSG00000AC068473. 99 4111 1.05665 317.339
chr19 32880499 rs73041770ENSG00000SLC7A9 -10734 4858 1.04755 442.868
chr19 55000548 rs34671392ENSG00000NLRP2 47417 4474 1.06374 726.497
chr19 13759413 rs517323 ENSG00000MRI1 -5120 3636 1.05327 407.063
chr19 43573355 rs3213255 ENSG00000XRCC1 7117 4048 1.04962 244.071
chr19 57766110 rs9676642 ENSG00000ZNF586 -3546 4118 1.06341 330.753
chr19 48840032 rs73061614ENSG00000HSD17B14 -3355 4598 1.0501 476.561
chr19 2248684 rs4807216 ENSG00000AMH -626 4584 1.02858 649.203
chr19 8000106 rs12973149ENSG00000TIMM44 -56187 5070 1.06109 548.348
chr19 57487511 rs3810132 ENSG00000ZNF419 -201 4865 1.05851 466.656
chr19 39433312 rs17627 ENSG00000RPS16 2635 4333 1.0502 299.84
chr19 48255834 rs12984612ENSG00000CARD8 111 4583 1.0504 454.937
chr19 1456545 rs2656869 ENSG00000APC2 10242 4583 1.03561 699.752
chr19 58087417 rs2260914 ENSG00000ZSCAN18 31009 3402 1.04542 222.098
chr19 52589689 rs2126501 ENSG00000ZNF137P 1183 6672 1.03858 819.612
chr19 6436211 rs2860185 ENSG00000SLC25A23 28991 4778 1.05084 569.186
chr19 6737228 rs340135 ENSG00000GPR108 374 5135 1.0423 638.612
chr19 58442031 rs4801589 ENSG00000ZNF132 -1810 2471 1.05176 132.153
chr19 14070187 rs11127188ENSG00000MISP3 -2350 4461 1.04145 506.315
chr19 57516576 rs7508150 ENSG00000ZNF773 16660 4849 1.06485 437.314
chr19 44257857 rs1233448 ENSG00000ZNF233 -2024 4269 1.03704 421.581
chr19 1362614 rs2668413 ENSG00000MUM1 76720 4468 1.06032 783.216
chr19 9434354 rs8108483 ENSG00000ZNF266 1223 4284 1.04678 336.579
chr19 872877 rs1683574 ENSG00000MED16 20340 3621 1.03682 607.34
chr19 57458786 rs7249882 ENSG00000VN1R1 -1645 4901 1.05155 421.887
chr19 12482304 rs12611035ENSG00000ZNF443 -41193 3464 1.05798 243.247
chr19 36322182 rs2972632 ENSG00000ZFP82 96473 3574 1.04076 230.519
chr19 52897507 rs3810115 ENSG00000ZNF320 185 6374 1.03528 769.009
chr19 23103938 rs2935434 ENSG00000ZNF730 28727 5078 1.04688 150.109
chr19 19895460 rs2160156 ENSG00000ZNF93 -5454 4858 1.04924 198.452
chr19 57092391 rs11181301ENSG00000ZNF17 -318773 4851 1.08112 436.656
chr19 8330219 rs2972576 ENSG00000KANK3 13042 5098 1.05196 514.49
chr19 9201580 rs73498852ENSG00000OR7D2 15985 4422 1.08533 321.982
chr19 36870150 rs579445 ENSG00000ZNF793 -636790 3466 1.06297 108.004
chr19 9324196 rs28384491ENSG00000ZNF559 423 4374 1.05367 310.491
chr19 40722063 rs890934 ENSG00000C19orf54 29489 3758 1.03597 294.276
chr19 9426789 rs6512122 ENSG00000ZNF177 63768 4321 1.06018 329.722
chr19 37659457 rs62108291ENSG00000ZNF781 32864 3378 1.06398 127.426
chr19 36946299 rs504549 ENSG00000ZNF585A 226441 3376 1.04456 90.5112
chr19 21492160 rs2246914 ENSG00000ZNF429 -4523 6187 1.05326 145.876
chr19 21754083 rs8102320 ENSG00000ZNF100 13544 6238 1.07715 160.66
chr19 22211925 rs281177 ENSG00000ZNF257 159472 5673 1.07085 150.129
chr19 22426957 rs7251413 ENSG00000ZNF98 105527 5471 1.054 165.094
chr19 34734627 rs2862789 ENSG00000ZNF181 471 4375 1.02232 502.069
chr19 22654178 rs3745116 ENSG00000ZNF849P -30990 5287 1.06129 152.622
chr19 36998227 rs1667367 ENSG00000ZNF568 81897 3177 1.06309 96.2826
chr19 52422286 rs73586087ENSG00000ZNF534 -6902 6538 1.0494 749.649
chr19 53482975 rs4803135 ENSG00000AC011487. -20418 5640 1.04767 825.669
chr19 22730656 rs7248016 ENSG00000ZNF99 53450 5153 1.05407 150.56
chr19 21455520 rs3973190 ENSG00000AC010615. 72654 6046 1.05132 142.816
chr19 52366799 rs1054612 ENSG00000ZNF880 -3119 6511 1.03537 785.634
chr19 35768908 rs60128322ENSG00000LINC01529 28976 4067 1.03229 428.497
chr19 37202536 rs320887 ENSG00000LINC01535 -49377 3389 1.05154 84.831
chr19 54432870 rs28604409ENSG00000LENG8-AS1 16174 4432 1.03291 707.476
chr19 37860818 rs10418133ENSG00000229481 31266 3531 1.04505 148.945
chr19 22734049 rs2112610 ENSG00000ZNF492 99724 5490 1.07994 154.739
chr19 36680215 rs1053064 ENSG00000ZNF529-AS 107144 3301 1.05949 154.726
chr19 43578277 rs2682587 ENSG00000PINLYP 1476 4043 1.03997 268.948
chr19 20537453 rs40041 ENSG00000ZNF737 28355 5640 1.0648 180.095
chr19 53441997 rs4803126 ENSG00000TPM3P6 -37354 5635 1.04769 778.493
chr19 27792129 rs7247064 ENSG00000AC006504. -31281 4251 1.0676 111.068
chr19 44147957 rs8103838 ENSG00000ZNF234 6399 4071 1.04194 388.557
chr19 20778256 rs11244952ENSG00000266156 -27256 6106 1.05494 163.505
chr19 43795146 rs10426528ENSG00000AC006213. -106856 4290 1.07399 311.789
chr19 28727319 rs12983412ENSG00000AC005381. 457 6068 1.07168 214.472
chr19 36853742 rs4806365 ENSG00000AC020928. 80588 3200 1.04165 125.12
chr19 54998314 rs28600773ENSG00000AC011476. -7880 4589 1.06255 596.059
chr19 15748902 rs10518253ENSG00000CYP4F24P 31006 5510 1.00838 427.44
chr19 57280271 rs76289041ENSG00000AC005261. 62 4812 1.03371 498.831
chr19 21494519 rs12609768ENSG00000AC123912. 74717 6186 1.06995 157.571
chr19 23141764 rs7251906 ENSG00000AC124856. 16098 4985 1.02173 147.737
chr19 21725251 rs7252798 ENSG00000VN1R84P -5217 6228 1.05272 156.084
chr19 57449823 rs10405910ENSG00000AC004076. 27712 4886 1.08841 382.604
chr19 52897507 rs3810115 ENSG00000AC010487. -34642 6374 1.04066 701.416
chr19 21589486 rs35998933ENSG00000AC123912. -48489 6102 1.0528 171.133
chr19 7788830 rs36056976ENSG00000CLEC4GP1 1280 5147 1.04914 629.926
chr19 57172246 rs11177379ENSG00000AC025588. -2988 4853 1.0553 437.71
chr19 22063550 rs4932951 ENSG00000MTDHP4 354027 6215 1.08136 157.245
chr19 21570108 rs73025902ENSG00000AC123912.4 17213 6128 1.06412 159.643
chr19 51092115 rs12984853ENSG00000SIGLEC18P -27873 5301 1.03732 744.424
chr19 12420840 rs59762254ENSG00000AC008758. 20241 3451 1.07727 248.095
chr19 58440326 rs11084545ENSG00000AC012313. -9179 2478 1.05144 132.711
chr19 20639477 rs8100360 ENSG00000AC010636. 22105 5647 1.05542 173.768
chr19 57851553 rs77458900ENSG00000ZNF587B 31811 4066 1.06347 296.242
chr19 51849996 rs7256792 ENSG00000AC006272. -6673 6292 1.01906 764.713
chr19 56540025 rs4801173 ENSG00000AC005498. 27385 5408 1.05289 709.732
chr19 9336357 rs10424800ENSG00000AC011451. 12345 4318 1.05549 315.333
chr19 33071239 rs36085438ENSG00000AC008738. -135891 4972 1.04555 489.208
chr19 24180448 rs11106465ENSG00000AC074140. -699981 4814 1.04774 119.798
chr19 34698086 rs7251541 ENSG00000AC020910. -20506 4379 1.04338 492.912
chr19 21960639 rs1859092 ENSG00000AC003973. 7889 5678 1.08006 153.816
chr20 45817461 rs3848711 ENSG00000CTSA -72684 4081 1.05308 326.462
chr20 63261160 rs2281566 ENSG00000NKAIN4 11533 5500 1.04711 584.342
chr20 26160690 rs845987 ENSG00000FAM182A 106034 2000 1.02499 48.1488
chr20 35279445 rs2297789 ENSG00000MMP24OS -1315 2507 1.03946 64.2351
chr20 38261876 rs4811625 ENSG00000KIAA1755 -1105 3436 1.04832 253.473
chr20 62406099 rs2427323 ENSG00000CABLES2 1185 5678 1.05556 688.935
chr20 32026700 rs6061109 ENSG00000ASXL1 -331645 3239 1.05562 186.581
chr20 38437497 rs2864145 ENSG00000SNHG17 -2145 3537 1.05915 241.155
chr20 32626095 rs10485499ENSG00000C20orf203 47845 2934 1.04565 195.605
chr20 25214758 rs6050445 ENSG00000Y_RNA 59 3930 1.06477 169.361
chr20 25853437 rs6050936 ENSG00000AL450124.1 -165396 2083 1.03426 61.1476
chr20 5502760 rs2423103 ENSG00000LINC00654 1852 5595 1.03794 591.896
chr20 30371231 rs6087264 ENSG00000LINC01597 -84695 355 1.02584 14.0768
chr20 38478582 rs1303566 ENSG00000AL391095.1 -61786 3520 1.06803 246.288
chr20 60138916 rs6100747 ENSG00000MIR646HG 51075 4349 1.06275 543.509
chr20 5502760 rs2423103 ENSG00000AL121757.1 31552 5574 1.01504 581.862
chr20 30319867 rs73242079ENSG00000MLLT10P1 83516 571 1.03254 18.2968
chr20 38523246 rs11699660ENSG00000AL391095.3 -104045 3537 1.04117 246.096
chr20 63251332 rs6062865 ENSG00000FLJ16779 -2647 5514 1.07168 580.51
chr20 25382955 rs6107033 ENSG00000AL121772.3 -97368 3810 1.05528 168.296
chr20 38261876 rs4811625 ENSG00000AL031651.2 -28078 3422 1.04499 267.794
chr20 31970744 rs8120417 ENSG00000AL031658.2 562 2752 1.06389 125.788
chr21 43417671 rs430552 ENSG00000SIK1 9456 5020 1.06259 463.494
chr21 33476210 rs2843974 ENSG00000TMEM50B 3800 3930 1.03703 403.997
chr21 29067909 rs73192133ENSG00000CCT8 5887 4516 1.08366 207.991
chr21 37011696 rs2843963 ENSG00000HLCS -21461 4799 1.05083 354.965
chr21 43065240 rs234706 ENSG00000CBS 11702 5333 1.05686 599.727
chr21 44144178 rs3788108 ENSG00000C21orf33 10572 4638 1.06386 512.483
chr21 46173570 rs4818827 ENSG00000FTCD -18004 4185 1.06299 266.089
chr21 46179366 rs8133205 ENSG00000SPATC1L 5109 4149 1.0786 258.941
chr21 45284264 rs59081765ENSG00000MCM3AP 1002032 4005 1.06212 257.556
chr21 46289019 rs56840278ENSG00000YBEY 2681 3820 1.0511 257.197
chr21 37060321 rs2249828 ENSG00000PIGP 12848 4830 1.05243 437.716
chr21 45293177 rs2838867 ENSG00000BX322557.1 5124 5183 1.04911 556.38
chr21 45293177 rs2838867 ENSG00000LINC00205 -109 5193 1.06302 497.162
chr21 39101271 rs724732 ENSG00000LINC00114 -353812 4955 1.04043 511.632
chr21 36967155 rs13046468ENSG00000AP000704. 642 4914 1.04802 411.72
chr21 41111102 rs56767850ENSG00000LINC00323 37030 5930 1.03839 872.938
chr21 44128915 rs2838490 ENSG00000PWP2 21624 4644 1.05354 526.302
chr22 17199629 rs17807317ENSG00000ADA2 22359 3558 1.03862 450.814
chr22 23924767 rs5751776 ENSG00000DDTL -42135 4107 1.06286 336.972
chr22 23924767 rs5751776 ENSG00000DDT 55701 4110 1.06387 369.792
chr22 24424300 rs9624470 ENSG00000UPB1 -69808 4020 1.06436 355.692
chr22 21980130 rs9610796 ENSG00000TOP3B 2685 2137 1.04509 205.848
chr22 19144867 rs1936950 ENSG00000HIRA 302582 3452 1.05629 337.326
chr22 42121632 rs5758587 ENSG00000CYP2D6 9273 4134 1.07236 212.182
chr22 43180468 rs35910939ENSG00000TTLL12 6664 5160 1.05895 480.347
chr22 36202665 rs6000186 ENSG00000APOL4 2174 4560 1.06161 527.524
chr22 45402074 rs4605479 ENSG00000FAM118A 93105 5533 1.02463 780.564
chr22 23918956 rs915590 ENSG00000GSTT2B 42229 4118 1.0712 351.261
chr22 37193028 rs62235065ENSG00000C1QTNF6 6356 4798 1.0417 511.786
chr22 21627960 rs878825 ENSG00000CCDC116 -4757 2640 1.0346 238.673
chr22 17074025 rs1114450 ENSG00000IL17RA -10930 3384 1.04751 416.218
chr22 41948404 rs5996092 ENSG00000WBP2NL -50322 3994 1.05829 188.984
chr22 38669167 rs3788545 ENSG00000FAM227A -12539 3793 1.0871 283.281
chr22 41996087 rs55758879ENSG00000NDUFA6 94867 4072 1.04717 204.29
chr22 23646070 rs6003820 ENSG00000DRICH1 -13750 3404 1.04917 289.238
chr22 50555378 rs131773 ENSG00000CHKB-AS1 -27649 2942 1.07073 262.225
chr22 23625706 rs9624234 ENSG00000AP000346. 13234 3413 1.05257 265.402
chr22 23924767 rs5751776 ENSG00000MIF-AS1 -25838 4112 1.05636 363.988
chr22 21927265 rs240064 ENSG00000AC245452. -11029 2132 1.04259 206.351
chr22 41980960 rs4822077 ENSG00000CYP2D8P 174040 4147 1.06989 227.355
chr22 42157347 rs5751230 ENSG00000AC254562. 24803 4142 1.05392 227.649
chr22 23628521 rs8139592 ENSG00000GUSBP11 88834 3441 1.05708 269.625
chr22 23726460 rs11278364ENSG00000AP000356. -871595 3909 1.05687 380.345
chr22 43206996 rs11691778ENSG00000Z97055.1 552913 5904 1.03089 787.894
chr22 42157347 rs5751230 ENSG00000NDUFA6-AS 66415 4077 1.07709 200.119
chr22 19033903 rs3865707 ENSG00000CA15P1 660 3098 1.03732 349.981
chr22 46762547 rs2295441 ENSG00000AL118516.1 15 4887 1.06605 450.551
chr22 23650593 rs35973846ENSG00000AP000347. 66762 3439 1.07589 263.353
chr22 23635894 rs9306386 ENSG00000AP000345. -52036 3360 1.04487 285.122
chr22 23924767 rs5751776 ENSG00000AC253536. -44445 4106 1.05108 368.271
chr22 25459662 rs6004655 ENSG00000AL022324.3 -24593 4328 1.03832 514.499
chr22 25489386 rs6004673 ENSG00000AL008721.2 13167 4366 1.04957 513.733
chr22 50200073 rs5771096 ENSG00000AL022328.4 763 4414 1.05514 488.266
chr22 23924767 rs5751776 ENSG00000AP000350.6 -17700 4121 1.0783 345.466
  (as defined by the HRC version 1.1). For all eQTL, see https://doi.org/10.6084/m9.figshare.6881825.
true_df pval_true_ minor_alle minor_alle maf pval_nominslope slope_se pval_perm
83.0859 7.71E-06 54 62 0.258333 9.12E-07 0.37537 0.071697 0.0006
85.6445 3.27E-07 34 37 0.154167 3.37E-08 0.540182 0.090229 1E-04
83.6328 8.25E-06 65 75 0.3125 1.07E-06 -0.55256 0.106319 0.0009
84.1406 7.9E-06 61 70 0.291667 1.1E-06 -0.58472 0.11263 0.0012
84.3945 2.01E-06 17 17 0.070833 2.27E-07 -0.75467 0.135785 0.0004
83.9844 3.98E-06 87 113 0.470833 4.77E-07 -0.37854 0.070267 0.0009
83.4375 1.56E-17 50 66 0.275 1.01E-20 0.747753 0.063201 1E-04
81.5234 7.54E-06 79 103 0.429167 6.98E-07 0.345572 0.065223 0.0005
87.6367 9.03E-08 56 66 0.275 1.12E-08 0.398638 0.064 1E-04
85.3711 4.96E-11 72 90 0.375 1.11E-12 -0.59428 0.072971 1E-04
85.8594 2.82E-06 85 119 0.495833 4.27E-07 0.227214 0.04198 0.001
84.1406 3.75E-06 15 16 0.066667 4.55E-07 0.566137 0.104885 0.001
83.4375 1.28E-05 18 21 0.0875 1.75E-06 -0.74939 0.147513 0.0015
84.9219 2.58E-14 80 97 0.404167 1.34E-16 -0.69984 0.070408 1E-04
85.5859 6.67E-10 41 45 0.1875 2.46E-11 -0.72677 0.096695 1E-04
81.6992 1.41E-06 49 57 0.2375 9.36E-08 -0.61803 0.107319 1E-04
85.3711 1.94E-07 83 106 0.441667 1.75E-08 0.501358 0.08177 1E-04
83.0078 7.49E-06 54 62 0.258333 8.7E-07 0.568466 0.108351 0.0008
83.1055 2.84E-09 33 33 0.1375 7.04E-11 -0.81596 0.111782 1E-04
84.3164 4.83E-08 12 12 0.05 2.74E-09 -0.96721 0.148085 1E-04
86.7188 4.94E-06 58 67 0.279167 9.27E-07 0.43338 0.082837 0.0012
85.0195 9.37E-14 78 93 0.3875 6.34E-16 -1.01444 0.105317 1E-04
81.7383 8E-23 49 60 0.25 1.39E-27 -0.8693 0.05749 1E-04
84.8633 5.46E-13 85 114 0.475 4.74E-15 0.61697 0.066819 1E-04
81.5625 3.73E-09 59 69 0.2875 6.51E-11 0.594791 0.081301 1E-04
82.8711 1.22E-07 57 70 0.291667 6.07E-09 0.612069 0.09622 1E-04
85.7812 8.46E-06 47 58 0.241667 1.51E-06 -0.34745 0.06791 0.0018
85.7031 8.68E-09 75 102 0.425 5.01E-10 0.534768 0.0776 1E-04
81.3086 2.13E-05 24 26 0.108333 2.4E-06 0.369258 0.073776 0.0007
83.8672 7.84E-07 17 17 0.070833 6.81E-08 -1.68115 0.288353 1E-04
83.2227 1.16E-05 59 68 0.283333 1.52E-06 -0.36941 0.072228 0.0014
86.8945 1.22E-06 44 51 0.2125 1.91E-07 -0.46248 0.082631 0.0004
84.0039 1.07E-07 71 82 0.341667 6.62E-09 -0.65628 0.103475 1E-04
84.0039 1.38E-08 72 84 0.35 5.78E-10 -0.73384 0.106952 1E-04
81.1914 1.26E-05 27 29 0.120833 1.24E-06 -0.60932 0.118024 0.0012
81.0742 1.19E-08 75 95 0.395833 2.38E-10 0.586274 0.083189 1E-04
82.1289 8.91E-06 16 18 0.075 9.38E-07 0.615186 0.117654 0.0012
78.75 1.74E-06 82 108 0.45 6.97E-08 -0.59929 0.10288 1E-04
79.4922 5.4E-15 49 57 0.2375 1.74E-18 -0.91288 0.084509 1E-04
84.2578 4.19E-06 76 97 0.404167 5.3E-07 0.273962 0.051087 0.001
86.0547 5.08E-06 68 84 0.35 8.69E-07 0.465926 0.088802 0.0012
86.1914 6.91E-07 13 13 0.054167 8.86E-08 -1.11804 0.193723 0.0002
84.2578 3.07E-06 16 16 0.066667 3.67E-07 0.746455 0.137024 0.0004
99.5703 0.000119 62 72 0.3 0.000115 -0.40111 0.099922 0.0006
83.7695 5.77E-06 16 18 0.075 7.17E-07 -0.50414 0.095263 0.0008
82.0117 5.99E-06 79 100 0.416667 5.69E-07 -0.56532 0.10575 0.0009
84.707 2.59E-06 29 30 0.125 3.23E-07 -0.49694 0.090728 0.0002
86.3867 8.45E-07 91 119 0.495833 1.15E-07 0.55119 0.096502 0.0003
86.2109 3.84E-06 43 52 0.216667 6.43E-07 -0.53671 0.100935 0.0012
82.4414 1.14E-05 28 36 0.15 1.33E-06 -0.65875 0.128006 0.0004
82.1875 2.04E-06 66 81 0.3375 1.59E-07 -0.50937 0.090336 0.0003
82.832 5.58E-06 77 93 0.3875 5.95E-07 0.597809 0.112047 0.0011
83.1445 2.46E-07 77 93 0.3875 1.49E-08 0.636358 0.103207 1E-04
83.457 3.29E-06 57 70 0.291667 3.49E-07 0.368057 0.067422 0.0004
83.0078 2.4E-08 77 93 0.3875 8.9E-10 0.765345 0.113041 1E-04
82.3438 3.28E-08 77 93 0.3875 1.11E-09 0.712117 0.105913 1E-04
81.2891 1.06E-06 79 100 0.416667 6.09E-08 -0.61268 0.104641 0.0002
84.2188 7.8E-05 24 26 0.108333 1.66E-05 0.753389 0.166439 0.0012
86.6406 2.94E-17 78 98 0.408333 1.08E-19 0.913073 0.080406 1E-04
83.9453 1.95E-06 27 28 0.116667 2.03E-07 0.832914 0.149183 0.0005
80.9375 2.23E-07 79 100 0.416667 8.4E-09 -0.586 0.093153 1E-04
86.4258 7.47E-06 78 98 0.408333 1.43E-06 0.572573 0.111635 0.0015
82.832 7.57E-06 77 93 0.3875 8.58E-07 0.570763 0.10872 0.0014
86.7773 6.43E-08 21 23 0.095833 6.41E-09 -0.95436 0.15031 1E-04
85.8984 1.82E-06 51 57 0.2375 2.59E-07 0.644308 0.116565 0.0002
85.5859 5.92E-08 46 58 0.241667 4.56E-09 -0.55965 0.087137 1E-04
83.2031 1.25E-07 61 68 0.283333 6.73E-09 0.331495 0.052298 1E-04
83.1055 1.01E-11 28 29 0.120833 8.15E-14 -1.35771 0.156639 1E-04
81.5625 6.27E-06 83 114 0.475 5.61E-07 -0.35755 0.066838 0.0009
84.7656 5.82E-08 42 47 0.195833 3.77E-09 -0.60628 0.093797 1E-04
82.1289 1.29E-06 77 93 0.3875 9.08E-08 0.660405 0.11454 0.0002
84.5703 7.78E-07 35 37 0.154167 7.66E-08 0.837654 0.144327 1E-04
81.1914 7.62E-06 78 93 0.3875 6.7E-07 0.389496 0.073383 0.0005
81.8945 9.82E-07 77 93 0.3875 6.23E-08 0.662972 0.113325 0.0002
85.293 1.5E-07 88 118 0.491667 1.28E-08 -0.53702 0.086618 1E-04
84.1602 2.96E-07 29 30 0.125 2.27E-08 0.694267 0.114307 1E-04
79.707 7.68E-06 50 61 0.254167 5.32E-07 0.536475 0.100063 1E-04
79.1406 2.73E-05 12 13 0.054167 2.38E-06 1.22701 0.245041 0.0013
92.2656 9.9E-05 86 108 0.45 5.04E-05 -0.27494 0.064883 0.0018
84.7852 4.63E-11 85 114 0.475 8.57E-13 0.548401 0.066906 1E-04
80.7617 2.56E-07 25 27 0.1125 9.6E-09 -0.85634 0.136758 1E-04
82.5977 4.83E-09 32 35 0.145833 1.17E-10 0.790657 0.109888 1E-04
86.4258 5.99E-09 84 113 0.470833 3.86E-10 -0.54471 0.078419 1E-04
81.8555 6.53E-09 60 65 0.270833 1.39E-10 0.579149 0.080897 0.0002
85.9961 6.4E-07 34 34 0.141667 7.83E-08 -0.79663 0.137377 1E-04
84.082 6.22E-06 93 117 0.4875 8.22E-07 -0.52024 0.098906 0.0008
82.3828 4.45E-08 77 93 0.3875 1.62E-09 0.751852 0.113173 1E-04
84.6094 1.72E-12 56 65 0.270833 1.67E-14 -0.90232 0.10044 1E-04
84.1992 3.48E-12 52 62 0.258333 3.33E-14 0.822254 0.092952 1E-04
83.1836 1.64E-09 52 60 0.25 3.71E-11 -0.7467 0.100478 1E-04
82.9688 4.5E-08 77 93 0.3875 1.88E-09 0.695562 0.105188 1E-04
83.5156 1.54E-12 52 60 0.25 9.88E-15 -0.84893 0.093415 1E-04
83.8477 7.52E-06 54 60 0.25 9.92E-07 -0.54241 0.103996 0.0004
81.8164 2.75E-08 70 86 0.358333 7.93E-10 -0.46584 0.068558 1E-04
82.6172 8.3E-06 70 92 0.383333 9.28E-07 -0.51273 0.098009 0.0004
82.5781 8.84E-12 62 72 0.3 5.76E-14 1.10732 0.126739 1E-04
80.4297 1.29E-08 25 27 0.1125 2.23E-10 -0.58607 0.082999 1E-04
82.8711 1.05E-05 57 67 0.279167 1.28E-06 0.623305 0.120912 0.001
85.1758 4.75E-07 60 83 0.345833 4.78E-08 0.525162 0.088875 1E-04
84.9219 1.36E-06 71 82 0.341667 1.57E-07 0.520262 0.092208 0.0002
84.2188 3.62E-06 74 99 0.4125 4.43E-07 -0.60461 0.111875 0.0009
83.2031 1.09E-11 82 108 0.45 9.16E-14 0.742579 0.085903 1E-04
78.9258 1.19E-06 63 78 0.325 4.45E-08 0.401638 0.067787 0.0002
83.418 8.1E-06 27 27 0.1125 1.02E-06 -0.74907 0.14378 0.0002
87.4805 1.57E-06 66 91 0.379167 2.8E-07 -0.50942 0.092461 0.0002
81.5039 1.11E-06 30 31 0.129167 6.69E-08 0.76838 0.131706 1E-04
86.3086 2.94E-18 57 74 0.308333 6.41E-21 -1.07864 0.090461 1E-04
83.2031 2.24E-08 71 100 0.416667 8.56E-10 0.545073 0.08041 1E-04
85.5078 2.82E-13 50 58 0.241667 2.78E-15 0.979387 0.104869 1E-04
87.3047 3.84E-08 52 57 0.2375 3.95E-09 0.90828 0.140744 1E-04
85.6641 2.44E-06 71 84 0.35 3.49E-07 0.651835 0.119406 0.0002
82.8516 2.48E-08 77 93 0.3875 8.9E-10 0.765345 0.113041 1E-04
84.1992 1.34E-05 71 89 0.370833 2.07E-06 0.514308 0.10204 0.0013
83.5352 5.2E-23 56 67 0.279167 3.02E-27 1.01226 0.067696 1E-04
83.8281 1.46E-08 46 53 0.220833 5.98E-10 -0.68007 0.099217 1E-04
84.043 7.45E-06 27 29 0.120833 1.01E-06 0.4445 0.085298 0.0018
78.7695 4.24E-05 76 100 0.416667 3.92E-06 0.269981 0.055256 0.0019
81.9336 8.77E-14 91 111 0.4625 1.67E-16 -0.97492 0.098508 1E-04
78.2812 3.94E-07 68 92 0.383333 9.69E-09 -0.35413 0.056573 1E-04
81.9531 6.21E-06 49 57 0.2375 5.9E-07 0.282528 0.052932 0.0004
86.1719 1.78E-06 28 31 0.129167 2.63E-07 -0.56804 0.102825 0.0002
84.0234 1.11E-05 15 15 0.0625 1.62E-06 0.560382 0.109894 0.0021
84.0625 8.31E-06 25 28 0.116667 1.15E-06 0.573963 0.110807 0.0015
80.9766 2.44E-06 16 18 0.075 1.6E-07 -1.01967 0.18088 1E-04
82.5977 3.85E-06 80 103 0.429167 3.67E-07 -0.42053 0.077194 0.0002
80.1562 6.94E-16 34 40 0.166667 1.87E-19 -0.7636 0.067896 1E-04
83.9258 7.22E-09 20 21 0.0875 2.64E-10 -0.90675 0.129066 1E-04
85.0195 2.93E-07 32 34 0.141667 2.64E-08 0.733485 0.121423 1E-04
83.0859 1.81E-06 37 42 0.175 1.61E-07 0.427291 0.075818 0.0002
80.6055 3.39E-13 62 72 0.3 5.03E-16 -1.03398 0.106838 1E-04
82.1094 1.51E-06 25 25 0.104167 1.09E-07 -0.81183 0.141829 0.0002
81.4453 1.92E-06 71 95 0.395833 1.3E-07 0.425105 0.074769 1E-04
79.9414 4.08E-11 88 115 0.479167 1.5E-13 -0.51207 0.059917 1E-04
84.8828 2.59E-06 54 67 0.279167 3.32E-07 -0.35662 0.065184 0.0003
83.457 1.8E-06 51 62 0.258333 1.7E-07 0.354954 0.063117 0.0005
83.4961 2.81E-06 67 85 0.354167 2.92E-07 -0.38047 0.069171 0.0004
77.2656 5.59E-06 22 24 0.1 2.34E-07 0.463422 0.083479 1E-04
82.832 1.05E-05 78 103 0.429167 1.27E-06 -0.59984 0.116324 0.0004
80.8008 1.15E-16 65 72 0.3 2.81E-20 -1.19239 0.10256 1E-04
83.4766 2.34E-07 32 34 0.141667 1.5E-08 -0.54182 0.087892 1E-04
85.8398 1.36E-07 21 23 0.095833 1.26E-08 -1.05044 0.169359 1E-04
87.9102 2.99E-06 60 70 0.291667 6.24E-07 0.325384 0.061111 0.0012
82.2461 1.83E-05 48 54 0.225 2.27E-06 0.445812 0.088838 0.0021
86.4844 7.03E-06 50 59 0.245833 1.34E-06 -0.39957 0.077683 0.0024
83.3398 9.88E-06 25 27 0.1125 1.27E-06 -0.5707 0.110678 0.0008
82.6367 9.43E-19 49 54 0.225 2.22E-22 0.94109 0.074656 1E-04
85.5664 4.2E-07 88 118 0.491667 4.45E-08 0.44601 0.075275 1E-04
84.3164 1.1E-10 38 41 0.170833 2.07E-12 0.810473 0.101066 1E-04
83.5547 3.74E-05 46 53 0.220833 6.41E-06 -0.38555 0.080911 0.0012
82.3047 3.84E-06 37 41 0.170833 3.49E-07 -0.5772 0.105724 0.0003
83.125 4.89E-11 44 47 0.195833 5.42E-13 -0.75476 0.091061 1E-04
82.1094 9.55E-06 72 94 0.391667 1.02E-06 -0.44677 0.085757 0.0013
84.082 8.32E-06 24 26 0.108333 1.16E-06 0.694223 0.134049 0.001
84.5508 6.18E-10 35 40 0.166667 1.69E-11 -0.81087 0.106804 1E-04
83.8281 4.13E-09 50 58 0.241667 1.33E-10 0.787874 0.109907 1E-04
81.1133 5.9E-06 41 46 0.191667 4.84E-07 0.637623 0.118435 0.0003
84.1016 1.45E-05 25 25 0.104167 2.24E-06 -0.73522 0.146419 0.0016
80.9766 4.84E-13 67 79 0.329167 9.09E-16 0.969153 0.101366 1E-04
83.6523 1.56E-09 73 89 0.370833 3.99E-11 -0.6411 0.086439 1E-04
81.0938 2.8E-06 76 105 0.4375 1.94E-07 0.44313 0.079212 0.0003
83.8867 1.62E-18 40 42 0.175 8.66E-22 -1.44502 0.117205 1E-04
82.0898 1.68E-06 64 79 0.329167 1.23E-07 -0.56267 0.098776 0.0004
85.6055 1.77E-18 38 40 0.166667 2.47E-21 -1.54144 0.127214 1E-04
84.3555 1.48E-05 26 28 0.116667 2.37E-06 0.891479 0.178023 0.0008
81.3086 1.14E-12 73 91 0.379167 2.96E-15 -0.86976 0.093252 1E-04
82.5977 4.18E-06 47 54 0.225 4.06E-07 0.5083 0.093705 0.0002
85.0977 1.22E-08 74 90 0.375 6.47E-10 -0.65857 0.096311 1E-04
83.7109 1.29E-05 38 45 0.1875 1.84E-06 -0.70316 0.138716 0.0015
85.1562 1.62E-06 64 77 0.320833 2E-07 0.559894 0.100222 0.0003
83.2031 7.06E-06 38 43 0.179167 8.35E-07 -0.76936 0.146376 0.0007
83.2617 7.6E-06 62 71 0.295833 9.2E-07 -0.65678 0.125502 0.0013
82.8711 2.51E-18 44 50 0.208333 8.29E-22 -1.13427 0.091935 1E-04
81.3086 6.26E-08 62 72 0.3 1.92E-09 0.6378 0.096526 1E-04
84.7656 9.34E-10 66 74 0.308333 2.92E-11 0.864675 0.115592 1E-04
84.0625 2.66E-06 34 39 0.1625 2.99E-07 -1.1237 0.204514 1E-04
83.6133 2.44E-16 77 98 0.408333 2.97E-19 -0.96387 0.086411 1E-04
84.8633 2.38E-20 47 52 0.216667 1.03E-23 1.16338 0.087896 1E-04
81.1914 1.75E-16 80 98 0.408333 5.84E-20 -0.86924 0.07572 1E-04
83.3203 8.93E-09 85 104 0.433333 2.94E-10 -0.84709 0.120955 1E-04
80.0586 1.51E-08 35 38 0.158333 2.44E-10 0.942419 0.133834 1E-04
81.8945 3.16E-12 54 62 0.258333 1.29E-14 0.834463 0.092365 1E-04
82.3047 5.18E-08 71 81 0.3375 1.92E-09 0.522873 0.079126 1E-04
81.2305 5E-12 91 111 0.4625 1.77E-14 -0.95217 0.106129 1E-04
84.5898 1.63E-19 85 113 0.470833 8.49E-23 -0.85402 0.066706 1E-04
85.3711 3.75E-06 46 50 0.208333 5.52E-07 0.79182 0.147916 0.0009
80.6641 6.9E-08 78 93 0.3875 1.87E-09 -0.82587 0.124873 1E-04
83.9062 3.12E-12 86 116 0.483333 2.63E-14 0.652391 0.073361 1E-04
83.2422 5.15E-09 66 80 0.333333 1.49E-10 -0.69754 0.097631 1E-04
84.1406 1.53E-09 43 50 0.208333 4.43E-11 -0.70268 0.095019 1E-04
83.75 4.39E-27 61 76 0.316667 4.84E-32 -1.17857 0.067683 1E-04
82.6758 3.07E-13 29 33 0.1375 1.03E-15 -1.34759 0.141327 1E-04
82.6172 1.39E-05 87 118 0.491667 1.72E-06 -0.38019 0.074764 0.0019
81.7188 3.01E-10 68 83 0.345833 3.14E-12 -0.88675 0.111761 1E-04
82.4219 1.55E-06 72 98 0.408333 1.19E-07 0.491405 0.086151 0.0003
81.4844 2.86E-13 68 81 0.3375 5.86E-16 0.915606 0.094902 1E-04
79.8242 2.41E-08 86 111 0.4625 4.13E-10 0.543152 0.078355 1E-04
87.6172 5.16E-10 30 31 0.129167 3.12E-11 -0.8457 0.113255 1E-04
87.1094 5.38E-06 33 34 0.141667 1.08E-06 -0.81527 0.156932 0.0013
85.1953 9.29E-06 17 18 0.075 1.55E-06 0.763317 0.149374 0.001
85.0586 2.82E-07 80 99 0.4125 2.54E-08 0.577724 0.095505 1E-04
82.5391 3.34E-09 33 37 0.154167 7.37E-11 0.764039 0.104802 1E-04
83.6133 1.79E-06 78 96 0.4 1.74E-07 0.538474 0.095834 0.0004
84.7656 4.71E-15 63 82 0.341667 1.7E-17 0.825784 0.079788 1E-04
84.5508 1.27E-06 86 114 0.475 1.36E-07 0.379825 0.066934 0.0004
81.1914 7.94E-06 36 41 0.170833 7.05E-07 0.584411 0.110352 0.0004
86.3672 1.25E-08 85 109 0.454167 8.93E-10 0.553849 0.08181 1E-04
78.0078 1.46E-10 64 74 0.308333 3.83E-13 -0.74635 0.089293 1E-04
85.3711 1.03E-07 20 22 0.091667 8.31E-09 -1.03033 0.163727 1E-04
85.3125 5.34E-06 18 20 0.083333 8.25E-07 0.607754 0.115566 0.0012
85.2539 2.02E-06 43 49 0.204167 2.63E-07 0.474021 0.085808 0.0003
82.0898 2.07E-08 17 19 0.079167 5.99E-10 1.02403 0.149406 1E-04
82.1094 2.68E-21 87 107 0.445833 1.3E-25 -1.2464 0.088085 1E-04
82.8711 1.1E-06 13 13 0.054167 8.51E-08 1.34277 0.232307 0.0003
82.0703 1.03E-05 18 18 0.075 1.11E-06 -0.97871 0.188612 0.0008
83.2617 1.09E-05 80 103 0.429167 1.42E-06 0.320162 0.062394 0.0009
83.6523 1.29E-05 60 75 0.3125 1.82E-06 0.366062 0.072186 0.0023
83.2031 3.71E-06 65 86 0.358333 3.87E-07 0.323105 0.059448 0.0006
81.2305 3.88E-21 91 119 0.495833 1.13E-25 0.538608 0.037983 1E-04
83.0859 1.32E-05 13 13 0.054167 1.74E-06 -1.02011 0.200705 0.0016
77.6562 1.32E-05 88 113 0.470833 7.49E-07 0.307589 0.058237 0.0002
82.5781 4.64E-17 88 111 0.4625 2.39E-20 1.11717 0.095824 1E-04
82.0508 2.06E-05 77 97 0.404167 2.55E-06 0.540142 0.108238 0.002
81.4062 2.49E-09 85 116 0.483333 3.8E-11 0.398984 0.053722 1E-04
84.9219 1.27E-09 75 94 0.391667 4.35E-11 -0.62329 0.084243 1E-04
78.3203 3.53E-07 79 99 0.4125 8.48E-09 0.473864 0.075352 1E-04
83.9062 5.87E-06 79 106 0.441667 7.47E-07 -0.57042 0.107987 0.0008
86.1133 1.2E-11 47 52 0.216667 2.68E-13 0.708635 0.084061 1E-04
84.3945 3.63E-07 58 70 0.291667 3.02E-08 0.653256 0.108678 1E-04
84.375 3.99E-06 52 62 0.258333 5.09E-07 -0.45566 0.084823 0.0009
84.043 2.25E-08 56 68 0.283333 1.04E-09 0.636151 0.094431 1E-04
77.7344 1.66E-06 56 62 0.258333 5.38E-08 0.631358 0.107325 1E-04
83.3789 8.84E-06 71 84 0.35 1.12E-06 0.644527 0.124273 0.0012
80.5469 1.02E-09 22 25 0.104167 9.89E-12 -0.97838 0.127032 1E-04
85.8984 2.23E-07 13 14 0.058333 2.27E-08 -1.13509 0.186877 1E-04
80.332 3.55E-09 83 115 0.479167 4.36E-11 0.571073 0.077191 1E-04
86.2695 2.23E-11 78 101 0.420833 5.78E-13 -0.67159 0.081151 1E-04
86.6406 2.54E-06 85 116 0.483333 4.26E-07 -0.61448 0.113516 0.0003
80.7617 1.32E-19 87 107 0.445833 6.42E-24 -1.19122 0.089331 1E-04
84.5898 1.37E-07 84 105 0.4375 9.97E-09 -0.76899 0.122969 1E-04
85.7227 6.19E-09 87 112 0.466667 3.4E-10 -0.76472 0.109674 1E-04
81.6406 5.63E-06 26 28 0.116667 4.98E-07 0.900284 0.167433 0.0002
85.5273 3.12E-10 93 116 0.483333 9.96E-12 -0.71129 0.092371 1E-04
83.0664 1.19E-05 60 70 0.291667 1.53E-06 0.493443 0.09652 0.0018
82.793 3.79E-10 80 105 0.4375 5.73E-12 -0.6942 0.088856 1E-04
81.1719 8.09E-08 58 72 0.3 2.55E-09 0.663751 0.101378 1E-04
81.875 1.65E-20 76 101 0.420833 1.03E-24 0.929242 0.067746 1E-04
83.2031 1.02E-08 61 74 0.308333 3.35E-10 -0.77858 0.111615 1E-04
84.2578 8.73E-06 83 105 0.4375 1.26E-06 0.405658 0.078626 0.001
85.7227 4.26E-08 37 41 0.170833 3.2E-09 -0.84728 0.13038 1E-04
84.3359 2.75E-06 52 62 0.258333 3.26E-07 -0.37312 0.06815 0.0009
84.7852 1.42E-09 67 86 0.358333 4.8E-11 0.537696 0.072871 1E-04
81.0938 1.91E-05 44 50 0.208333 2.03E-06 0.710348 0.140793 0.0016
83.8086 6.07E-12 57 66 0.275 5.63E-14 -0.86127 0.098526 1E-04
82.9883 2.87E-13 56 65 0.270833 1.08E-15 -0.89081 0.0935 1E-04
82.4805 2.09E-13 57 67 0.279167 5.99E-16 -0.91198 0.09457 1E-04
83.8086 3.22E-07 96 119 0.495833 2.35E-08 -0.49372 0.081383 1E-04
85.9961 4.65E-07 64 81 0.3375 5.41E-08 0.581288 0.09883 0.0002
83.0664 6.92E-07 60 75 0.3125 5.07E-08 0.67752 0.114912 1E-04
85.332 6.13E-06 13 13 0.054167 9.72E-07 -1.0826 0.207378 0.0035
80.1758 1.25E-08 72 87 0.3625 2E-10 -0.54925 0.07754 1E-04
83.3008 3.17E-11 71 92 0.383333 3.41E-13 -0.54681 0.065239 1E-04
78.0273 4.9E-06 72 96 0.4 2.27E-07 0.617054 0.111013 0.0003
87.5 3.46E-07 21 21 0.0875 5.03E-08 1.01973 0.172905 1E-04
86.1914 7.39E-10 74 92 0.383333 3.25E-11 -0.62503 0.083796 1E-04
80.9766 6.6E-07 41 49 0.204167 3.21E-08 -0.32933 0.054914 0.0003
83.2227 4.58E-07 57 63 0.2625 3.18E-08 -0.39009 0.065024 1E-04
86.3086 9.08E-07 53 61 0.254167 1.24E-07 0.400278 0.070275 0.0004
82.1289 1.4E-06 78 93 0.3875 9.98E-08 -0.56094 0.097649 1E-04
86.6602 2.34E-16 80 97 0.404167 1.19E-18 0.896874 0.082458 1E-04
85.1172 1.4E-05 75 109 0.454167 2.47E-06 -0.31733 0.063486 0.0022
81.1523 4.03E-11 84 107 0.445833 2.24E-13 0.435548 0.051448 1E-04
80.1953 7.92E-06 77 99 0.4125 5.99E-07 0.407278 0.076357 0.0003
84.1992 9.47E-14 52 63 0.2625 4.64E-16 0.51957 0.053597 1E-04
82.4023 6.23E-07 12 12 0.05 3.95E-08 -1.17172 0.196877 1E-04
85.2539 5.06E-06 43 49 0.204167 7.68E-07 0.384635 0.072905 0.0009
84.2578 3.16E-07 57 62 0.258333 2.5E-08 -0.45769 0.075617 1E-04
86.2109 5.91E-12 48 57 0.2375 1.22E-13 -0.7107 0.082763 1E-04
84.1016 3.35E-09 83 117 0.4875 1.11E-10 0.534917 0.07424 1E-04
81.9141 2.84E-12 48 59 0.245833 1.14E-14 -0.78167 0.086292 1E-04
84.4141 2.69E-08 44 47 0.195833 1.41E-09 -0.74509 0.111642 1E-04
83.0469 9.03E-08 12 12 0.05 4.4E-09 -1.08302 0.168424 1E-04
84.2188 6.14E-10 37 40 0.166667 1.53E-11 0.744217 0.097766 1E-04
82.0508 2.61E-06 15 16 0.066667 2.09E-07 -0.81087 0.145408 0.0003
82.832 1.05E-05 18 22 0.091667 1.27E-06 -0.6621 0.128369 0.0014
82.2852 1.06E-07 37 39 0.1625 4.53E-09 -0.71452 0.111223 1E-04
81.4062 3E-07 33 35 0.145833 1.33E-08 -0.79641 0.128657 0.0002
81.5234 2.87E-10 89 116 0.483333 2.8E-12 0.52753 0.066291 1E-04
83.5547 3.59E-13 75 97 0.404167 1.76E-15 -0.89803 0.095231 1E-04
83.125 7.78E-08 10 13 0.054167 3.74E-09 -0.94899 0.146787 1E-04
87.4805 2.81E-06 82 108 0.45 5.44E-07 0.486881 0.090897 0.0013
86.0547 8.37E-06 68 78 0.325 1.55E-06 -0.51795 0.101362 0.0026
84.1602 2.29E-06 87 111 0.4625 2.55E-07 -0.67701 0.122399 0.0006
81.3281 6.12E-11 37 39 0.1625 3.96E-13 -0.94602 0.113274 1E-04
85.625 5.8E-08 62 69 0.2875 4.49E-09 0.640204 0.099632 1E-04
83.5742 5.5E-08 69 83 0.345833 2.72E-09 0.655178 0.100287 1E-04
81.2305 1.64E-12 33 33 0.1375 4.51E-15 1.13182 0.122446 1E-04
79.8633 3.26E-11 58 68 0.283333 1.1E-13 0.644 0.074816 1E-04
84.4141 5.71E-12 22 23 0.095833 6.43E-14 -1.33007 0.152619 1E-04
81.4062 3.27E-07 79 102 0.425 1.48E-08 0.685185 0.111103 1E-04
82.7734 1.16E-06 39 41 0.170833 8.93E-08 -0.48634 0.084295 1E-04
86.6602 2.06E-14 20 21 0.0875 2.08E-16 -1.42792 0.144921 1E-04
84.9219 4.89E-06 75 87 0.3625 7.02E-07 -0.39356 0.074298 0.0013
84.7266 4.9E-12 62 72 0.3 5.98E-14 -0.99794 0.114319 1E-04
85.8789 3.81E-14 45 50 0.208333 3.11E-16 -1.09233 0.11177 1E-04
83.3008 3.25E-08 88 118 0.491667 1.37E-09 -0.56372 0.084396 1E-04
83.6523 7.81E-09 82 115 0.479167 2.71E-10 0.584188 0.083218 1E-04
81.1133 9.73E-12 14 15 0.0625 3.85E-14 1.55628 0.176501 1E-04
80.6641 6.84E-25 89 116 0.483333 1.71E-30 -0.9475 0.05708 1E-04
80.5469 2.61E-07 74 98 0.408333 9.38E-09 0.582117 0.092889 1E-04
84.8438 5.76E-07 29 32 0.133333 5.64E-08 0.523708 0.089185 0.0002
83.6523 1.4E-06 36 40 0.166667 1.31E-07 -0.84505 0.148692 0.0003
83.6328 8.13E-07 64 81 0.3375 6.82E-08 0.363324 0.062322 1E-04
89.2578 6.2E-14 34 36 0.15 1.95E-15 1.35404 0.143893 1E-04
83.3789 6.87E-08 70 86 0.358333 3.41E-09 0.47325 0.072975 1E-04
79.7461 2.38E-05 23 24 0.1 2.19E-06 0.515371 0.102513 0.0015
84.7266 5.07E-07 73 92 0.383333 4.76E-08 0.664328 0.112404 0.0002
81.7969 6.08E-18 61 79 0.329167 1.32E-21 -0.65107 0.053178 1E-04
78.3594 9.82E-07 45 57 0.2375 3.14E-08 -0.50417 0.083993 1E-04
88.6133 8.54E-11 53 59 0.245833 5.3E-12 0.827236 0.105666 1E-04
80.2734 1.28E-06 79 98 0.408333 6.35E-08 0.675675 0.11558 0.0004
81.8164 6.22E-07 33 33 0.1375 3.52E-08 0.813761 0.136147 1E-04
81.875 3.27E-09 50 58 0.241667 6.03E-11 -0.67385 0.091908 1E-04
84.7266 3.8E-07 86 116 0.483333 3.39E-08 -0.59457 0.099342 1E-04
83.8281 1.2E-05 51 65 0.270833 1.73E-06 0.655603 0.128953 0.0022
82.2461 3.06E-07 65 78 0.325 1.62E-08 0.616259 0.100239 1E-04
80.8398 9.86E-07 51 64 0.266667 5.13E-08 0.496684 0.084278 1E-04
86.3672 1.14E-23 69 78 0.325 3.62E-27 1.03443 0.069362 1E-04
81.9531 4.05E-06 60 69 0.2875 3.51E-07 -0.55229 0.101193 0.0009
80.8203 4.73E-06 73 94 0.391667 3.51E-07 -0.35415 0.064889 0.0012
83.6523 1.59E-05 78 105 0.4375 2.35E-06 -0.44293 0.088401 0.0022
82.4609 6.94E-07 41 48 0.2 4.55E-08 -0.59755 0.100934 1E-04
84.9219 2.98E-08 56 65 0.270833 1.78E-09 0.530031 0.080016 1E-04
83.0664 3.04E-10 24 24 0.1 4.78E-12 -0.98113 0.124993 1E-04
82.8516 7.7E-06 76 102 0.425 8.79E-07 0.437592 0.083445 0.0007
83.1836 6.42E-06 13 14 0.058333 7.44E-07 0.850936 0.161058 0.0009
82.5195 1.08E-06 51 57 0.2375 7.8E-08 -0.68287 0.117737 0.0002
81.9531 3.16E-08 49 60 0.25 9.71E-10 -0.52472 0.07771 1E-04
84.1211 2.24E-06 74 89 0.370833 2.47E-07 0.512398 0.09252 0.0002
84.7656 4.93E-15 45 51 0.2125 1.79E-17 -1.12392 0.108707 1E-04
83.8672 1.12E-06 53 62 0.258333 1.04E-07 0.505689 0.088175 0.0002
84.375 6.81E-09 63 74 0.308333 2.75E-10 -0.55304 0.078816 1E-04
84.6875 2.79E-06 47 51 0.2125 3.51E-07 0.522317 0.095698 0.0004
86.582 3.07E-07 71 89 0.370833 3.73E-08 0.440381 0.073837 0.0003
84.2188 3.26E-14 82 108 0.45 1.32E-16 -0.80259 0.080722 1E-04
83.9258 8.59E-06 67 87 0.3625 1.18E-06 0.39382 0.076096 0.0014
84.1016 5.38E-09 30 36 0.15 1.95E-10 -0.3727 0.052573 1E-04
83.4766 1E-07 19 21 0.0875 5.47E-09 -0.38591 0.060454 1E-04
84.1016 1.45E-10 72 89 0.370833 2.68E-12 0.579909 0.072793 1E-04
78.7305 2.93E-05 77 94 0.391667 2.44E-06 -0.38996 0.077979 0.0014
81.1914 1.42E-05 66 86 0.358333 1.44E-06 0.675603 0.131748 0.0007
85.5859 1.38E-11 29 33 0.1375 2.67E-13 0.744429 0.088302 1E-04
80.9961 3.71E-08 72 95 0.395833 9.39E-10 0.476605 0.070511 1E-04
84.0039 3.27E-23 25 27 0.1125 2.42E-27 -1.56264 0.10417 1E-04
83.8281 4.65E-16 20 20 0.083333 7.13E-19 1.50565 0.13713 1E-04
82.6953 1.31E-05 72 98 0.408333 1.62E-06 0.496254 0.097332 0.0011
82.8125 1.86E-06 87 120 0.5 1.59E-07 0.474624 0.084169 0.0002
83.4375 7.56E-28 57 71 0.295833 4.52E-33 1.16131 0.064644 1E-04
86.4062 4.17E-06 74 99 0.4125 7.29E-07 -0.55703 0.105341 0.0012
85.957 6.77E-09 74 99 0.4125 3.99E-10 -0.49448 0.071259 1E-04
86.5234 3.46E-06 57 71 0.295833 5.98E-07 -0.17308 0.032447 0.001
83.0469 2.62E-13 62 75 0.3125 9.9E-16 -0.67899 0.071144 1E-04
85.3516 6.44E-11 26 31 0.129167 1.5E-12 1.1582 0.143272 1E-04
83.4766 3.58E-06 56 64 0.266667 3.88E-07 0.398416 0.073312 0.0009
82.5977 1.59E-05 34 39 0.1625 2.02E-06 0.862427 0.170897 0.0011
82.207 1.26E-05 57 69 0.2875 1.45E-06 0.492398 0.096061 0.0012
84.1602 1.7E-12 71 91 0.379167 1.41E-14 -0.70651 0.07835 1E-04
84.5312 2.26E-06 18 18 0.075 2.67E-07 0.898812 0.162793 0.0006
81.7188 5.82E-12 22 24 0.1 2.55E-14 1.26064 0.141658 1E-04
85.7812 1.07E-06 60 68 0.283333 1.37E-07 -0.59247 0.104448 0.0004
85.8789 2.81E-06 36 38 0.158333 4.27E-07 -0.45131 0.08338 0.0012
85.6836 5.47E-06 27 29 0.120833 8.96E-07 -0.51904 0.099061 0.0016
80.1562 2.68E-07 53 59 0.245833 8.94E-09 0.505134 0.08047 0.0002
84.2773 1.5E-15 47 52 0.216667 3.52E-18 1.16842 0.109586 1E-04
82.5 2.15E-23 86 110 0.458333 4.92E-28 -1.09965 0.071659 1E-04
82.9492 9.52E-06 19 19 0.079167 1.15E-06 0.865533 0.167067 0.0007
85.1562 1.58E-08 85 110 0.458333 8.9E-10 0.592232 0.087472 1E-04
81.4648 5.72E-08 62 76 0.316667 1.78E-09 0.693259 0.104668 1E-04
86.0547 6.28E-06 73 95 0.395833 1.11E-06 0.54931 0.105862 0.0014
83.6523 5.92E-22 42 49 0.204167 5.98E-26 1.11187 0.077675 1E-04
86.9922 2.12E-10 35 40 0.166667 9.55E-12 1.01566 0.13175 1E-04
80.9961 1E-06 39 44 0.183333 5.38E-08 -0.60753 0.103269 1E-04
82.9102 2.08E-06 78 105 0.4375 1.84E-07 -0.48904 0.087243 1E-04
87.0312 6.22E-09 90 117 0.4875 4.64E-10 0.725956 0.105092 1E-04
83.5742 1.93E-15 44 50 0.208333 3.44E-18 1.0336 0.096905 1E-04
85.0391 5.97E-06 56 69 0.2875 9.04E-07 0.673627 0.128614 0.001
85.1367 2.52E-07 45 54 0.225 2.26E-08 -0.71048 0.116963 0.0002
85.8789 1.91E-16 86 110 0.458333 6.6E-19 -0.78982 0.071834 1E-04
86.2305 7.48E-15 74 99 0.4125 5.43E-17 -0.58625 0.057935 1E-04
81.6211 4.4E-06 38 41 0.170833 3.67E-07 -0.67463 0.123845 0.0004
83.2422 9.3E-06 39 44 0.183333 1.17E-06 -0.42917 0.082896 0.0012
81.4844 2.3E-08 74 95 0.395833 5.88E-10 -0.41692 0.060794 1E-04
83.3008 6.61E-08 88 116 0.483333 3.2E-09 -0.54418 0.083739 1E-04
82.4414 3.41E-06 67 78 0.325 3.09E-07 0.389097 0.070907 0.0007
83.2422 1.99E-05 76 94 0.391667 2.89E-06 0.412913 0.083251 0.0027
84.0625 1.69E-07 58 65 0.270833 1.15E-08 -0.66008 0.106064 1E-04
85.293 7.56E-06 12 13 0.054167 1.23E-06 -0.90392 0.175042 0.0021
85.4492 1E-07 23 24 0.1 8.21E-09 0.807319 0.128234 1E-04
85.1953 4.08E-06 72 92 0.383333 5.92E-07 0.284752 0.053358 0.001
84.9805 2E-12 52 64 0.266667 2.27E-14 0.808539 0.09062 1E-04
86.5039 3.46E-15 65 84 0.35 2.49E-17 -0.79482 0.077366 1E-04
85.957 4.52E-13 51 61 0.254167 5.67E-15 -0.78275 0.085101 1E-04
81.8945 1.35E-05 53 64 0.266667 1.5E-06 0.320282 0.062591 0.0019
84.4531 2.6E-09 84 114 0.475 8.99E-11 0.572289 0.078945 1E-04
79.3555 4.3E-07 56 67 0.279167 1.36E-08 0.474761 0.076752 1E-04
78.9648 6.36E-06 13 14 0.058333 3.71E-07 -1.32135 0.242663 1E-04
84.5117 1.63E-06 20 23 0.095833 1.82E-07 0.662022 0.118028 0.0007
86.6406 4.16E-11 81 103 0.429167 1.33E-12 -0.45475 0.056082 1E-04
75.7227 1.43E-07 56 63 0.2625 1.44E-09 -0.58738 0.088085 1E-04
87.1289 2.45E-06 79 94 0.391667 4.41E-07 0.431825 0.079889 0.0003
84.1016 1.66E-09 17 19 0.079167 4.85E-11 -0.92431 0.125303 1E-04
82.5586 8.13E-06 25 26 0.108333 8.97E-07 -0.49416 0.094317 0.0019
84.6289 1.5E-10 70 89 0.370833 3.27E-12 0.389697 0.049163 1E-04
83.7891 3.03E-08 60 70 0.291667 1.41E-09 0.430181 0.064459 1E-04
76.0156 3.31E-06 20 22 0.091667 9.38E-08 -0.58656 0.101863 0.0003
74.5312 3.03E-09 57 67 0.279167 6.21E-12 -0.68955 0.088444 1E-04
86.5625 4.74E-06 16 17 0.070833 8.65E-07 1.04157 0.198473 0.0012
84.6094 2.16E-06 88 117 0.4875 2.56E-07 0.289454 0.052341 0.0005
81.1914 1.73E-05 15 15 0.0625 1.83E-06 -0.5566 0.109768 0.0014
83.2031 9.14E-06 38 41 0.170833 1.14E-06 0.6483 0.125078 0.0018
83.2227 3.16E-09 83 109 0.454167 8.25E-11 0.626289 0.086183 1E-04
86.3086 1.25E-07 78 94 0.391667 1.25E-08 -0.53449 0.086158 1E-04
82.793 4.93E-09 25 26 0.108333 1.26E-10 -1.03994 0.14485 1E-04
85.2734 4.19E-07 62 76 0.316667 4.2E-08 0.657478 0.110727 0.0002
74.9609 1.48E-11 48 53 0.220833 6.07E-15 -0.89475 0.097422 1E-04
73.9648 1.94E-07 86 106 0.441667 1.38E-09 -0.55035 0.082418 1E-04
79.2969 1.58E-13 59 66 0.275 1.11E-16 0.9206 0.092262 1E-04
83.6523 2.46E-06 53 60 0.25 2.56E-07 -0.45111 0.081562 0.0002
76.8945 7.78E-13 47 49 0.204167 2.92E-16 1.14208 0.116708 1E-04
84.3164 7.52E-06 44 49 0.204167 1.06E-06 -0.38941 0.074902 0.0014
80.625 6.55E-13 87 119 0.495833 1.14E-15 -0.46418 0.048782 1E-04
80.1562 1.34E-14 15 15 0.0625 7.47E-18 -1.87072 0.177952 1E-04
73.1641 2.6E-07 52 61 0.254167 1.68E-09 -0.73012 0.110014 1E-04
72.6953 3.28E-20 64 73 0.304167 3.07E-27 1.23202 0.082415 1E-04
76.0352 3.56E-17 66 78 0.325 4.01E-22 0.944803 0.075671 1E-04
71.7383 4.81E-13 59 66 0.275 1.29E-17 -0.98258 0.09444 1E-04
75.293 1.95E-05 34 36 0.15 8.4E-07 -0.82256 0.156533 0.0021
73.5156 8.36E-15 44 47 0.195833 1.3E-19 1.11953 0.098905 1E-04
78.418 2.56E-05 60 67 0.279167 1.97E-06 0.539557 0.10678 0.0008
75.5078 1.21E-13 86 111 0.4625 1.33E-17 -0.92765 0.089221 1E-04
85.6641 1.2E-18 72 95 0.395833 1.62E-21 -0.85367 0.069959 1E-04
76.5625 3.59E-05 85 115 0.479167 2.29E-06 0.605694 0.12074 0.0008
82.6562 7.25E-19 72 95 0.395833 1.64E-22 -0.79167 0.062493 1E-04
86.0938 7.2E-09 81 113 0.470833 4.42E-10 0.445369 0.064381 1E-04
86.3672 6.9E-06 72 84 0.35 1.3E-06 0.591212 0.114742 0.0019
82.6172 8.64E-06 87 110 0.458333 9.74E-07 -0.52723 0.101001 0.0009
84.4727 8.88E-21 72 95 0.395833 2.54E-24 -0.90033 0.066558 1E-04
85.957 3.99E-08 50 58 0.241667 3.12E-09 -0.71185 0.109447 1E-04
76.0547 6.34E-06 84 107 0.445833 2.21E-07 -0.55524 0.09979 0.0002
73.6914 7.59E-06 52 63 0.2625 1.8E-07 -0.65187 0.116174 0.0004
77.9102 2.12E-07 12 12 0.05 4.05E-09 1.7726 0.274894 1E-04
74.3359 9.96E-08 18 19 0.079167 6.24E-10 1.64011 0.239598 1E-04
86.875 9.98E-09 65 77 0.320833 7.7E-10 -0.76266 0.112137 1E-04
87.0117 5.05E-06 12 12 0.05 9.92E-07 -1.22584 0.235037 0.002
85.332 3.16E-13 76 104 0.433333 2.97E-15 0.907434 0.097302 1E-04
72.793 6.4E-12 63 72 0.3 7.65E-16 0.908343 0.094668 1E-04
74.668 2.51E-07 11 12 0.05 2.33E-09 0.501241 0.07633 1E-04
83.4375 1.96E-10 54 64 0.266667 3.16E-12 0.621017 0.078277 1E-04
76.0352 5.03E-06 34 36 0.15 1.63E-07 -0.91455 0.162338 0.0007
75.2539 1.13E-05 42 48 0.2 4.06E-07 0.599751 0.110567 0.0003
79.1992 7.19E-08 13 13 0.054167 1.39E-09 -1.44879 0.217015 1E-04
76.0742 1.48E-05 12 12 0.05 6.7E-07 1.41755 0.267071 0.0013
82.2266 1.77E-06 38 45 0.1875 1.35E-07 0.773274 0.136211 0.0002
83.457 9.71E-06 23 26 0.108333 1.27E-06 -0.7771 0.150684 0.0009
78.2031 1.13E-08 20 20 0.083333 1.03E-10 -1.24997 0.173123 1E-04
80.4883 1.27E-09 15 15 0.0625 1.27E-11 -1.51717 0.198316 1E-04
75.3125 2.18E-09 50 56 0.233333 5.18E-12 -0.65272 0.083327 1E-04
86.4453 1.8E-08 53 66 0.275 1.38E-09 0.465856 0.069759 1E-04
83.5547 1.12E-08 33 35 0.145833 4.06E-10 0.922813 0.133052 1E-04
85.3906 3.94E-08 45 56 0.233333 2.72E-09 -0.73024 0.111772 1E-04
80.8594 1.16E-08 21 22 0.091667 2.17E-10 1.1165 0.158011 1E-04
78.5742 1.65E-20 91 117 0.4875 1.08E-25 1.02214 0.072034 1E-04
77.8906 1.33E-10 23 23 0.095833 3.26E-13 0.839713 0.10008 1E-04
84.6484 2.07E-17 78 103 0.429167 2.67E-20 1.01162 0.086937 1E-04
84.0625 8.01E-06 81 102 0.425 1.1E-06 -0.31225 0.060162 0.0005
83.7891 2.83E-07 63 78 0.325 2E-08 0.445952 0.073093 1E-04
74.043 6.48E-06 39 42 0.175 1.56E-07 -0.91553 0.162218 0.0005
87.5586 6.31E-09 83 105 0.4375 5.32E-10 0.788744 0.114658 1E-04
79.4336 4.62E-06 65 79 0.329167 2.69E-07 0.473513 0.085801 1E-04
75.9375 1.08E-06 34 35 0.145833 2.13E-08 0.430388 0.070703 1E-04
76.4453 9.54E-07 89 117 0.4875 2.03E-08 0.599976 0.098381 1E-04
79.9805 1.46E-05 48 58 0.241667 1.24E-06 0.308536 0.059762 0.0015
74.6289 1.54E-05 21 23 0.095833 5.47E-07 0.408141 0.076217 0.0012
73.8281 1.66E-06 15 15 0.0625 2.39E-08 -1.60241 0.26432 0.0002
80.7422 1.5E-06 51 55 0.229167 8.44E-08 -0.61943 0.107127 1E-04
85.4883 3.7E-10 32 34 0.141667 1.2E-11 0.821887 0.107263 1E-04
80.5859 4.54E-06 52 56 0.233333 3.21E-07 -0.58989 0.107676 0.0003
81.1328 1.89E-11 51 55 0.229167 8.74E-14 -0.76407 0.088293 1E-04
85.7617 2.06E-07 90 119 0.495833 2.01E-08 -0.48456 0.079431 1E-04
84.5898 3.62E-06 68 90 0.375 4.68E-07 0.446989 0.082911 0.0006
80.1172 7.82E-17 40 41 0.170833 1.21E-20 -1.13808 0.096477 1E-04
82.0117 1.76E-09 89 117 0.4875 2.94E-11 -0.4729 0.06323 1E-04
84.9609 5.21E-10 85 116 0.483333 1.55E-11 0.574918 0.075546 1E-04
81.6797 9.34E-09 27 28 0.116667 2.06E-10 -0.96351 0.136135 1E-04
84.1992 7.78E-07 61 76 0.316667 7.17E-08 0.606516 0.104236 1E-04
83.457 6.08E-17 79 104 0.433333 5.22E-20 -0.59327 0.051579 1E-04
83.4961 4.11E-07 83 107 0.445833 2.95E-08 -0.57752 0.095993 1E-04
82.0312 4.13E-06 39 43 0.179167 3.64E-07 -0.5122 0.093994 0.0012
82.9102 1.35E-12 44 50 0.208333 6.73E-15 0.861031 0.093957 1E-04
81.7773 3.7E-15 65 86 0.358333 3.28E-18 -0.77589 0.072676 1E-04
76.1719 1.61E-05 16 18 0.075 7.58E-07 -0.95624 0.18114 0.0004
82.2266 8.11E-06 23 24 0.1 8.5E-07 -0.55479 0.105635 0.001
82.1484 2.77E-06 11 13 0.054167 2.29E-07 0.703159 0.126565 0.0004
77.2266 2.76E-07 83 112 0.466667 4.84E-09 0.536158 0.083649 1E-04
85.4297 6.06E-13 69 76 0.316667 6.59E-15 0.935151 0.102002 1E-04
79.7461 3.66E-09 84 114 0.475 3.85E-11 0.387598 0.052211 1E-04
83.3984 3.12E-09 68 90 0.375 8.5E-11 0.639566 0.088085 1E-04
80.8789 8.06E-06 76 87 0.3625 6.83E-07 -0.35278 0.066521 0.0008
82.3633 8.82E-07 47 49 0.204167 5.96E-08 0.73751 0.125859 1E-04
83.3789 3.53E-08 21 22 0.091667 1.54E-09 -0.91168 0.136994 1E-04
83.7695 2.28E-09 44 51 0.2125 6.46E-11 0.57538 0.078631 1E-04
77.207 1.16E-06 74 96 0.4 3.08E-08 0.322559 0.053701 1E-04
84.8828 3.33E-06 76 97 0.404167 4.45E-07 -0.27146 0.05024 0.0008
78.5156 1.19E-05 72 89 0.370833 7.57E-07 -0.25496 0.048296 0.0008
76.3867 1.99E-11 80 97 0.404167 1.6E-14 -0.71176 0.079158 1E-04
82.4023 6.94E-06 27 29 0.120833 7.23E-07 0.699959 0.132319 0.0009
77.2266 1.18E-18 74 95 0.395833 1.02E-23 -1.19891 0.090566 1E-04
78.9258 9.23E-10 54 62 0.258333 5.36E-12 -0.90618 0.115785 1E-04
83.3398 6.94E-10 76 100 0.416667 1.39E-11 0.551371 0.072238 1E-04
84.7266 1.28E-09 78 99 0.4125 4.17E-11 0.544614 0.073523 1E-04
84.8633 5.96E-07 53 65 0.270833 5.89E-08 -0.4249 0.072477 0.0002
84.6484 2.14E-06 54 69 0.2875 2.55E-07 -0.62465 0.112936 0.0005
80.8789 2.03E-06 11 12 0.05 1.26E-07 1.1605 0.203859 0.0002
84.3164 5.16E-06 67 81 0.3375 6.82E-07 0.425372 0.080206 0.0012
77.1289 3.01E-19 60 75 0.3125 1.63E-24 -1.02725 0.075426 1E-04
82.0703 8.7E-18 65 86 0.358333 2.38E-21 -0.98833 0.081521 1E-04
85.332 3.39E-06 41 43 0.179167 4.88E-07 -0.66012 0.122661 0.0011
77.2852 5.5E-13 61 77 0.320833 2.22E-16 -0.94336 0.095865 1E-04
82.793 1.72E-25 79 108 0.45 1.8E-30 -1.10818 0.066805 1E-04
83.125 2.36E-15 74 92 0.383333 3.56E-18 0.872519 0.081854 1E-04
82.8516 1.76E-09 60 63 0.2625 3.7E-11 -0.55122 0.074166 1E-04
85.0391 9.56E-11 47 52 0.216667 2.17E-12 -0.94856 0.11843 1E-04
83.9648 1.79E-06 23 25 0.104167 1.85E-07 0.66836 0.119252 0.0004
77.2852 2.36E-05 87 106 0.441667 1.49E-06 -0.38308 0.074838 0.0008
86.25 3.75E-06 93 118 0.491667 6.3E-07 -0.71134 0.133659 0.0013
77.3828 6.34E-22 63 80 0.333333 6.84E-28 -0.73583 0.048175 1E-04
80.2734 5.96E-15 67 85 0.354167 2.88E-18 -0.79286 0.074087 1E-04
85.0195 3.98E-17 63 78 0.325 6.94E-20 -1.10235 0.096318 1E-04
78.75 5.39E-06 56 65 0.270833 2.91E-07 -0.49167 0.089372 1E-04
85.332 2.81E-08 83 118 0.491667 1.81E-09 0.574437 0.086774 1E-04
84.043 3.08E-11 83 113 0.470833 4.2E-13 0.665391 0.079785 1E-04
83.5352 1.62E-10 83 113 0.470833 2.58E-12 0.617706 0.07746 1E-04
82.832 1.7E-06 60 76 0.316667 1.43E-07 0.593236 0.104756 1E-04
81.7383 1.1E-15 51 55 0.229167 7.29E-19 -1.05578 0.096198 1E-04
83.3008 4.65E-08 85 116 0.483333 2.1E-09 0.588682 0.089353 1E-04
84.707 6.85E-10 17 18 0.075 2E-11 1.31143 0.173501 1E-04
85.9961 6.39E-13 80 109 0.454167 8.61E-15 0.746932 0.081945 1E-04
83.8672 8.96E-07 81 112 0.466667 7.99E-08 0.495464 0.085505 0.0003
84.6289 6.64E-08 80 109 0.454167 4.28E-09 0.527859 0.082012 1E-04
84.1406 6.29E-07 42 44 0.183333 5.52E-08 -0.78418 0.133426 0.0003
80.957 2.5E-06 62 81 0.3375 1.65E-07 -0.64321 0.11422 0.0002
85.8984 7.99E-10 85 117 0.4875 3.29E-11 0.549432 0.073687 1E-04
79.2969 1.75E-08 68 87 0.3625 2.42E-10 0.748329 0.106236 1E-04
83.0078 8.65E-08 73 87 0.3625 4.14E-09 0.584064 0.090648 1E-04
83.6133 4.45E-06 61 76 0.316667 5.13E-07 0.356826 0.066449 0.0002
83.9844 2.45E-07 60 74 0.308333 1.76E-08 -0.3601 0.058743 1E-04
81.2305 1.2E-10 51 55 0.229167 8.74E-13 -0.71573 0.087362 1E-04
84.1406 7.21E-07 53 59 0.245833 6.48E-08 -0.54988 0.094135 1E-04
78.9648 6.89E-13 76 98 0.408333 6.13E-16 0.55394 0.057469 1E-04
85.1953 6.1E-08 81 110 0.458333 4.36E-09 0.542704 0.08437 1E-04
86.6406 1.81E-06 23 24 0.1 2.89E-07 0.952923 0.173177 0.0006
82.2852 1.12E-06 57 66 0.275 7.85E-08 0.691479 0.119253 1E-04
85.4102 2.4E-08 27 29 0.120833 1.54E-09 -1.0789 0.162115 1E-04
83.6914 2.42E-14 43 46 0.191667 7.43E-17 0.699892 0.069594 1E-04
86.0742 4.66E-11 78 99 0.4125 1.28E-12 0.507336 0.062512 1E-04
79.1016 2.04E-05 84 117 0.4875 1.64E-06 0.460504 0.090356 0.0011
81.2109 9.48E-12 82 97 0.404167 3.86E-14 0.437924 0.049669 1E-04
83.457 5.65E-09 89 118 0.491667 1.76E-10 0.45184 0.063548 1E-04
79.9219 2.06E-06 58 69 0.2875 1.07E-07 0.315487 0.055081 0.0005
83.4375 4.45E-06 40 45 0.1875 5E-07 0.388124 0.072195 0.0004
83.3594 3E-09 53 63 0.2625 8.05E-11 -0.56871 0.078206 1E-04
84.043 9.93E-08 23 24 0.1 6.08E-09 0.706327 0.111045 1E-04
86.0742 3.26E-06 52 61 0.254167 5.21E-07 0.501306 0.093418 0.0011
83.6523 4.19E-06 33 39 0.1625 4.81E-07 0.387821 0.072017 0.0006
85.0977 3.22E-10 92 119 0.495833 9.17E-12 -0.89464 0.115929 1E-04
83.9453 6.06E-06 28 31 0.129167 7.8E-07 0.443976 0.084212 0.0009
81.4453 1E-07 55 70 0.291667 3.52E-09 0.51126 0.07892 1E-04
78.9453 2.31E-09 26 27 0.1125 1.72E-11 1.47301 0.194089 1E-04
79.8633 1.16E-10 43 46 0.191667 5.36E-13 0.754556 0.091013 1E-04
78.0273 6.56E-15 19 19 0.079167 1.07E-18 -1.98109 0.181768 1E-04
81.543 9.37E-11 84 109 0.454167 7.16E-13 -0.55735 0.0677 1E-04
82.9492 1.19E-05 14 16 0.066667 1.5E-06 -0.58898 0.115077 0.0016
81.1133 5.41E-11 95 119 0.495833 3.17E-13 0.604188 0.071961 1E-04
86.1914 3.97E-12 79 102 0.425 7.64E-14 0.894244 0.103015 1E-04
82.5586 1.67E-11 62 76 0.316667 1.23E-13 0.826636 0.096283 1E-04
79.8828 3.99E-08 61 74 0.308333 7.85E-10 0.506848 0.074569 1E-04
84.3359 2.77E-08 72 97 0.404167 1.43E-09 -0.42084 0.063095 1E-04
84.3945 4.35E-13 31 34 0.141667 3.05E-15 -0.93656 0.100476 1E-04
84.1016 3.61E-16 47 56 0.233333 6.01E-19 0.798685 0.072518 1E-04
84.4727 4.33E-07 69 88 0.366667 3.77E-08 -0.48114 0.080703 0.0002
85.1172 1.5E-08 49 56 0.233333 8.31E-10 -0.84357 0.124327 1E-04
86.7773 6.62E-09 67 81 0.3375 4.7E-10 0.808047 0.117023 1E-04
83.9258 1.22E-07 15 16 0.066667 7.55E-09 -1.28979 0.204276 0.0002
85.7812 1.56E-08 82 111 0.4625 1.01E-09 0.583051 0.086452 0.0002
86.543 1.91E-06 63 73 0.304167 3.04E-07 0.755135 0.137516 0.001
77.3047 8.24E-06 89 116 0.483333 3.87E-07 0.518551 0.095407 0.0002
83.5156 3.87E-06 28 30 0.125 4.28E-07 0.686743 0.126888 0.0007
81.3672 1.59E-05 45 50 0.208333 1.69E-06 0.535639 0.105239 0.0011
80.1953 4.24E-08 76 95 0.395833 9.14E-10 0.651693 0.096333 1E-04
84.6484 4.58E-08 38 42 0.175 2.77E-09 -0.76504 0.117173 1E-04
84.7656 3.13E-09 80 111 0.4625 1.21E-10 -0.55474 0.077184 1E-04
80.0586 3.46E-06 39 44 0.183333 2.1E-07 0.694767 0.124594 0.0006
84.668 2.35E-07 71 85 0.354167 1.91E-08 0.609619 0.099743 1E-04
82.1484 3.94E-09 88 111 0.4625 8.13E-11 -0.5284 0.072683 1E-04
81.6602 1.97E-09 37 42 0.175 3.06E-11 0.83633 0.111942 1E-04
78.3984 1.33E-05 55 69 0.2875 8.54E-07 0.632113 0.120383 0.002
86.6211 1.24E-08 39 48 0.2 9.35E-10 -0.87281 0.12911 1E-04
83.0469 4.42E-06 31 34 0.141667 4.66E-07 0.754846 0.139983 0.0007
85.1172 9.23E-07 86 118 0.491667 1.03E-07 -0.42053 0.073298 0.0006
81.0352 1.83E-05 42 52 0.216667 1.92E-06 0.539576 0.106654 0.0016
84.8438 3.33E-07 49 59 0.245833 2.97E-08 0.745448 0.123937 0.0002
82.2266 1.88E-05 78 94 0.391667 2.35E-06 -0.4345 0.086726 0.0018
82.0117 1.93E-05 68 84 0.35 2.34E-06 0.508788 0.101542 0.0017
88.2617 2.8E-06 22 24 0.1 6.09E-07 0.759209 0.142443 0.001
78.9453 3.43E-06 79 104 0.433333 1.7E-07 -0.55042 0.097883 0.0003
85.332 1.39E-06 62 73 0.304167 1.72E-07 -0.48953 0.087095 0.0007
83.0078 1.14E-05 72 85 0.354167 1.43E-06 -0.45817 0.089338 0.001
83.7891 8.35E-07 82 113 0.470833 7.24E-08 0.435507 0.074875 1E-04
84.0625 1.27E-07 55 65 0.270833 8.17E-09 -0.62272 0.098896 1E-04
83.3203 1.85E-20 71 86 0.358333 2.97E-24 0.978071 0.072478 1E-04
82.3438 2.26E-07 68 77 0.320833 1.15E-08 -0.60039 0.096479 1E-04
82.168 1.12E-06 87 120 0.5 7.67E-08 0.51498 0.088734 0.0003
84.6484 2.4E-09 60 71 0.295833 8.6E-11 0.467582 0.06442 1E-04
80.8594 1.66E-06 35 38 0.158333 9.75E-08 -0.45635 0.079371 0.0004
84.6875 7.51E-06 86 115 0.479167 1.12E-06 -0.41543 0.080098 0.001
83.6719 4.08E-06 78 96 0.4 4.68E-07 -0.32529 0.060333 0.0004
84.8242 6.17E-11 87 114 0.475 1.22E-12 -0.4191 0.051573 1E-04
83.3008 1.72E-08 60 71 0.295833 6.39E-10 -0.43792 0.06402 1E-04
87.7344 1.06E-07 17 18 0.075 1.37E-08 1.15076 0.186068 1E-04
86.7969 1.49E-06 72 89 0.370833 2.38E-07 -0.39509 0.071222 0.0005
85.7422 2.56E-12 75 97 0.404167 3.94E-14 0.8548 0.097 1E-04
83.0859 5.9E-19 78 91 0.379167 1.64E-22 -0.73781 0.058243 1E-04
83.3398 5.18E-06 27 30 0.125 5.9E-07 -0.83184 0.155848 0.0012
82.3047 1.13E-05 84 113 0.470833 1.29E-06 0.476608 0.092479 0.001
81.3281 7.95E-11 84 107 0.445833 5.46E-13 0.610505 0.073669 1E-04
83.1836 2.49E-14 42 49 0.204167 6.19E-17 -0.70252 0.069605 1E-04
82.2852 2.25E-14 85 117 0.4875 3.72E-17 0.73451 0.072052 1E-04
82.5391 7.01E-08 57 66 0.275 2.9E-09 -0.66004 0.101242 1E-04
81.7188 1.22E-09 75 88 0.366667 1.74E-11 0.683256 0.090057 1E-04
82.2461 8.91E-19 75 86 0.358333 1.65E-22 0.988724 0.078057 1E-04
82.4023 8.81E-06 46 58 0.241667 9.65E-07 -0.35037 0.067093 0.0009
85.6641 2.11E-08 79 99 0.4125 1.4E-09 0.549164 0.082274 1E-04
84.9609 3.08E-13 77 98 0.408333 2.51E-15 -0.74652 0.079763 1E-04
83.9453 4.76E-08 56 65 0.270833 2.49E-09 -0.66967 0.102203 1E-04
83.2617 4.21E-12 29 31 0.129167 3E-14 1.07149 0.120843 1E-04
84.1602 1.12E-07 43 46 0.191667 7.18E-09 -0.9321 0.147375 1E-04
85.7031 2.95E-06 23 26 0.108333 4.39E-07 -0.80172 0.148299 0.0013
80.2734 1.71E-10 88 111 0.4625 9.95E-13 0.801951 0.098199 1E-04
84.668 6.06E-42 82 113 0.470833 2.95E-49 1.13028 0.040228 1E-04
80.6641 8.99E-13 40 43 0.179167 1.72E-15 -1.10813 0.117455 1E-04
86.5625 7.44E-07 87 109 0.454167 1.03E-07 -0.64305 0.112067 0.0004
84.1211 1.6E-10 88 109 0.454167 3.03E-12 -0.58095 0.07315 1E-04
83.0859 6.68E-06 24 26 0.108333 7.68E-07 0.845423 0.160248 0.0014
85.1367 1.12E-07 84 112 0.466667 8.77E-09 0.436306 0.069462 1E-04
84.8438 2.16E-11 24 26 0.108333 3.56E-13 -1.0651 0.127204 1E-04
85.1172 1.45E-13 38 44 0.183333 1.1E-15 0.756725 0.079467 1E-04
85.9375 2.17E-07 81 107 0.445833 2.21E-08 -0.4347 0.071497 0.0002
83.7695 3.86E-10 29 31 0.129167 7.8E-12 1.03982 0.134168 1E-04
82.168 1.17E-06 87 120 0.5 8.11E-08 0.725341 0.125253 0.0004
82.4414 1.02E-05 14 14 0.058333 1.15E-06 1.02484 0.197843 0.0015
86.0547 2.66E-07 24 26 0.108333 2.86E-08 -1.01711 0.168871 1E-04
82.0508 6.65E-06 46 57 0.2375 6.5E-07 0.382483 0.071966 0.0014
82.7734 7.29E-09 20 21 0.0875 2.01E-10 -0.72761 0.102733 1E-04
86.2305 8.2E-10 19 19 0.079167 3.7E-11 -1.49997 0.201818 1E-04
84.5898 2.38E-08 32 36 0.15 1.26E-09 -0.67275 0.100465 1E-04
104.434 0.000986 29 35 0.145833 0.001266 -0.52767 0.159043 0.0032
84.4727 2.44E-11 78 91 0.379167 3.66E-13 -0.56909 0.068011 1E-04
81.582 1.06E-07 20 21 0.0875 3.89E-09 -0.9044 0.140071 1E-04
84.3359 2.78E-07 63 73 0.304167 2.18E-08 -0.41071 0.067516 1E-04
85.9961 6.34E-08 58 67 0.279167 5.38E-09 0.590161 0.0924 1E-04
87.6758 3.47E-07 37 41 0.170833 5.2E-08 0.390425 0.066281 0.0002
82.9883 7.97E-11 85 112 0.466667 9.33E-13 0.761474 0.093097 1E-04
83.1445 1.53E-06 78 99 0.4125 1.33E-07 -0.49854 0.087789 0.0002
83.1836 1.8E-09 72 93 0.3875 4.18E-11 0.516645 0.069748 1E-04
85.5664 1.76E-06 40 46 0.191667 2.35E-07 0.457404 0.082416 0.0003
82.0117 1.43E-05 14 16 0.066667 1.63E-06 0.77122 0.151307 0.0012
84.375 7.79E-06 11 12 0.05 1.12E-06 -0.741 0.142856 0.001
83.8672 1.13E-09 76 95 0.395833 2.88E-11 0.483924 0.064667 1E-04
79.7852 4.08E-06 86 114 0.475 2.46E-07 0.346958 0.062627 1E-04
86.1914 1.74E-12 79 104 0.433333 2.95E-14 -0.80383 0.090619 1E-04
80.8594 1.54E-10 74 98 0.408333 1.05E-12 -0.35491 0.04352 1E-04
82.1094 4.56E-10 36 42 0.175 5.87E-12 -0.63674 0.08155 1E-04
83.5352 6.67E-06 12 13 0.054167 8.21E-07 -1.05084 0.199775 0.001
86.7188 1.05E-06 44 49 0.204167 1.57E-07 -0.59103 0.104765 0.0004
84.082 3.37E-07 35 41 0.170833 2.61E-08 -0.48714 0.080608 1E-04
79.4922 1.96E-06 38 42 0.175 9.33E-08 0.503488 0.087419 1E-04
83.5938 9.95E-06 26 28 0.116667 1.33E-06 -0.41071 0.079819 0.0015
86.0547 1.62E-06 61 74 0.308333 2.31E-07 0.290207 0.052253 0.001
81.0156 1.16E-05 80 111 0.4625 1.09E-06 0.357971 0.06892 0.0012
85.3906 3.52E-08 87 117 0.4875 2.39E-09 -0.56205 0.08566 1E-04
85.7617 8.44E-06 36 39 0.1625 1.5E-06 0.522591 0.102117 0.0018
79.8242 5.69E-09 48 54 0.225 6.84E-11 -1.00408 0.137436 1E-04
85.332 3.59E-12 41 48 0.2 5.1E-14 -1.04312 0.119063 1E-04
86.9531 5.82E-08 66 78 0.325 5.91E-09 0.684125 0.107456 1E-04
82.6367 3.71E-08 40 44 0.183333 1.38E-09 0.717525 0.107447 1E-04
84.1992 4.1E-10 79 102 0.425 9.45E-12 0.694048 0.090008 1E-04
79.3164 5.38E-06 34 38 0.158333 3.19E-07 0.686315 0.125246 1E-04
79.4336 1.54E-17 87 117 0.4875 1.07E-21 -0.95799 0.077969 1E-04
84.5117 1.92E-06 24 27 0.1125 2.2E-07 0.843367 0.15155 0.0006
86.5625 1.23E-06 42 47 0.195833 1.83E-07 0.669608 0.119425 0.0004
84.2188 1.89E-25 60 66 0.275 6.22E-30 1.2022 0.07371 1E-04
82.6172 3.18E-07 74 99 0.4125 1.83E-08 0.653467 0.106757 1E-04
84.9609 1.38E-07 57 69 0.2875 1.08E-08 0.721978 0.115774 1E-04
85.957 7.57E-08 83 100 0.416667 6.55E-09 -0.5347 0.084277 1E-04
83.1836 1.06E-12 63 81 0.3375 5.61E-15 0.793912 0.086295 1E-04
83.4766 6.61E-06 77 90 0.375 8.06E-07 -0.55024 0.104516 0.001
81.6016 7.19E-06 74 98 0.408333 6.66E-07 -0.53564 0.100887 0.0005
82.0703 4.76E-06 15 16 0.066667 4.36E-07 0.921342 0.170367 0.0004
85 7.08E-13 38 45 0.1875 6.76E-15 -0.59657 0.065108 1E-04
82.8711 1.99E-06 36 43 0.179167 1.74E-07 0.639223 0.113772 0.0002
83.2031 2.28E-08 77 103 0.429167 8.77E-10 -0.66087 0.097562 1E-04
79.707 4.77E-19 73 100 0.416667 1.62E-23 -1.00675 0.076596 1E-04
82.2266 3.93E-06 18 18 0.075 3.54E-07 -0.87923 0.161159 0.0002
83.3984 3.29E-07 44 48 0.2 2.22E-08 -0.59518 0.097915 1E-04
83.6719 8.05E-10 37 39 0.1625 1.82E-11 1.0219 0.134859 1E-04
82.3047 5.58E-07 77 102 0.425 3.39E-08 -0.54601 0.091225 1E-04
82.5977 1.66E-13 77 103 0.429167 4.77E-16 -0.91981 0.094938 1E-04
82.8516 6.04E-06 58 70 0.291667 6.57E-07 -0.66326 0.124849 0.0005
83.8281 2.98E-06 37 39 0.1625 3.3E-07 -0.9682 0.176928 0.0002
83.0078 4.24E-14 79 102 0.425 1.09E-16 -0.96395 0.096581 1E-04
84.1797 4.77E-06 73 90 0.375 6.1E-07 -0.48111 0.090267 0.0007
84.9414 6.42E-06 36 39 0.1625 9.7E-07 0.606257 0.116119 0.0008
76.8164 1.22E-05 17 17 0.070833 5.9E-07 0.727583 0.136313 1E-04
80.918 2.86E-07 55 68 0.283333 1.14E-08 0.707052 0.113584 1E-04
84.9219 1.85E-18 60 66 0.275 1.79E-21 1.04328 0.085642 1E-04
85.7031 1.65E-18 60 66 0.275 2.39E-21 1.2517 0.103246 1E-04
85.4883 1.64E-10 37 39 0.1625 4.65E-12 -1.03703 0.132018 1E-04
84.043 2.13E-11 83 104 0.433333 2.71E-13 -0.9497 0.11269 1E-04
86.1523 1.06E-06 50 54 0.225 1.44E-07 -0.55361 0.097785 0.0002
84.4336 2.41E-11 63 72 0.3 3.55E-13 -0.4308 0.051447 1E-04
84.1211 1.68E-05 69 94 0.391667 2.68E-06 0.271889 0.054614 0.0018
85.6445 1.84E-08 14 15 0.0625 1.19E-09 0.856966 0.127725 1E-04
86.0938 6.2E-06 71 91 0.379167 1.1E-06 -0.46956 0.090451 0.0013
88.6719 5.31E-09 82 110 0.458333 5.62E-10 -0.57348 0.083506 1E-04
86.3672 1.33E-07 57 66 0.275 1.36E-08 -0.44413 0.071797 1E-04
85.5859 4.65E-06 58 68 0.283333 7.32E-07 -0.40707 0.076992 0.0013
87.3242 1.12E-08 22 22 0.091667 9.73E-10 -1.11283 0.164818 1E-04
87.2266 1.67E-06 83 118 0.491667 2.89E-07 0.503361 0.091477 0.0005
79.0234 2.18E-06 35 40 0.166667 9.78E-08 -0.40985 0.071289 1E-04
82.6953 7.43E-12 55 71 0.295833 4.86E-14 -0.56366 0.064267 1E-04
86.9531 2.18E-14 57 66 0.275 2.49E-16 -0.83204 0.084754 1E-04
85.0781 1.65E-11 23 24 0.1 2.81E-13 -0.78356 0.093052 1E-04
84.2773 1.23E-06 39 44 0.183333 1.24E-07 -0.50056 0.087901 0.0003
85 5.37E-06 88 118 0.491667 7.94E-07 0.538191 0.10216 0.0013
83.9648 2.49E-06 70 82 0.341667 2.72E-07 -0.3643 0.066041 0.0005
80.8203 1.46E-10 64 87 0.3625 9.79E-13 0.380578 0.046584 1E-04
83.1641 3.15E-08 50 56 0.233333 1.28E-09 -0.79663 0.119007 1E-04
81.4062 6.67E-25 48 59 0.245833 3.05E-30 -1.14563 0.069559 1E-04
83.8086 7.97E-15 40 44 0.183333 2.08E-17 0.613136 0.059475 1E-04
86.5234 2.67E-07 25 27 0.1125 3.14E-08 -0.88747 0.147853 1E-04
86.9531 8.71E-09 67 85 0.354167 6.71E-10 -0.62884 0.092067 1E-04
83.3594 1.19E-05 69 84 0.35 1.59E-06 -0.38473 0.075392 0.0011
80.5273 1.44E-06 42 44 0.183333 7.73E-08 -0.46443 0.080049 0.0002
79.9414 6.28E-06 77 93 0.3875 4.31E-07 -0.51122 0.094489 0.0006
85.5469 2.25E-07 65 79 0.329167 2.15E-08 0.327663 0.053838 0.0003
84.6289 7.34E-07 75 91 0.379167 7.23E-08 -0.59272 0.101897 0.0005
85.7031 4.83E-08 75 91 0.379167 3.69E-09 -0.62983 0.097378 0.0002
82.207 8.75E-06 48 56 0.233333 9.29E-07 0.608216 0.116269 0.001
84.1016 4.24E-06 77 100 0.416667 5.24E-07 0.488179 0.090989 0.0004
83.3398 1.37E-10 68 93 0.3875 2E-12 -0.30509 0.038013 1E-04
84.1602 3.71E-08 55 64 0.266667 1.94E-09 0.577855 0.087488 1E-04
84.5703 3.64E-06 34 38 0.158333 4.71E-07 -0.6258 0.116106 0.0017
82.7539 6.92E-08 67 80 0.333333 3E-09 0.577124 0.088616 1E-04
86.0156 8.4E-27 46 53 0.220833 6.54E-31 1.32549 0.078817 1E-04
84.9023 2.99E-12 26 27 0.1125 3.55E-14 0.875177 0.099075 1E-04
83.8086 6.07E-06 73 89 0.370833 7.65E-07 0.390574 0.07402 0.0009
84.1406 3.22E-06 80 101 0.420833 3.8E-07 -0.58654 0.107831 0.0003
85.332 3.59E-06 68 81 0.3375 5.21E-07 -0.63949 0.119166 0.0007
85.5664 9.5E-08 75 91 0.379167 7.88E-09 -0.58651 0.093031 1E-04
85.9766 4.4E-09 56 67 0.279167 2.43E-10 0.803883 0.114145 1E-04
84.9414 7.53E-12 40 46 0.191667 1.07E-13 0.984502 0.114287 1E-04
87.2852 1.6E-06 30 32 0.133333 2.78E-07 -0.90645 0.164472 0.0008
83.7109 3.26E-06 86 116 0.483333 3.6E-07 -0.30667 0.056247 0.0009
84.082 5.22E-08 50 61 0.254167 2.86E-09 0.494126 0.075756 1E-04
80.0781 3.69E-08 84 110 0.458333 7.49E-10 -0.67479 0.09913 1E-04
84.9219 3.72E-16 63 87 0.3625 9.16E-19 0.740276 0.067732 1E-04
85.1367 2.42E-06 65 78 0.325 3.19E-07 -0.57457 0.104851 0.0011
84.7656 4.28E-09 42 45 0.1875 1.75E-10 -0.8341 0.117299 1E-04
84.7656 8.21E-06 13 13 0.054167 1.26E-06 0.902743 0.174985 0.0021
85.3516 8.65E-07 84 108 0.45 9.94E-08 0.654929 0.113995 0.0005
83.7891 8.05E-11 71 103 0.429167 1.21E-12 -0.67231 0.082727 1E-04
83.3398 3.35E-14 50 59 0.245833 9.46E-17 -1.04818 0.104722 1E-04
83.4375 3.83E-06 77 105 0.4375 4.17E-07 -0.44008 0.081228 0.0006
81.9727 1.54E-13 52 56 0.233333 3.35E-16 -1.18897 0.121841 1E-04
80.0586 3.99E-09 83 109 0.454167 4.69E-11 -0.52719 0.071401 1E-04
87.1094 6.61E-08 64 78 0.325 7.07E-09 0.58949 0.093153 1E-04
83.418 2E-06 65 72 0.3 1.91E-07 0.309666 0.055329 0.0002
83.9453 8.16E-21 61 70 0.291667 1.65E-24 -1.01796 0.074757 1E-04
84.4336 1.09E-07 57 68 0.283333 7.37E-09 0.621721 0.09839 1E-04
83.8477 2.92E-06 84 108 0.45 3.24E-07 -0.49717 0.090781 0.0003
83.3398 2.44E-07 81 104 0.433333 1.53E-08 0.549484 0.089205 1E-04
84.1797 4.72E-15 36 39 0.1625 1.31E-17 0.959425 0.092249 1E-04
83.0078 4.02E-22 48 59 0.245833 2.43E-26 -0.854 0.058871 1E-04
84.707 3E-06 14 15 0.0625 3.84E-07 -0.75142 0.138195 0.0008
84.8633 5.91E-18 64 82 0.341667 6.82E-21 -0.77465 0.065035 1E-04
84.2773 2.45E-08 42 46 0.191667 1.22E-09 0.668188 0.099677 1E-04
78.9844 8.54E-23 64 75 0.3125 1.86E-28 1.06644 0.068544 1E-04
77.3828 1.17E-05 58 69 0.2875 6.16E-07 0.54781 0.102828 0.0002
86.9531 3.88E-11 82 101 0.420833 1.35E-12 -0.72273 0.089163 1E-04
83.0273 2.96E-18 91 116 0.483333 1.1E-21 0.782013 0.063683 1E-04
81.6602 2.68E-06 37 42 0.175 2.02E-07 0.547364 0.098021 0.0003
84.5508 9.92E-06 18 20 0.083333 1.52E-06 0.769391 0.150457 0.0011
86.4062 3.58E-06 83 106 0.441667 6.11E-07 0.543214 0.101928 0.0011
84.0234 1.78E-10 66 73 0.304167 3.35E-12 -0.75252 0.094994 1E-04
84.3945 7.53E-06 29 31 0.129167 1.08E-06 0.599534 0.115383 0.0012
84.2188 1.03E-06 65 79 0.329167 1E-07 0.357349 0.062212 1E-04
82.9297 2.36E-09 85 104 0.433333 5.39E-11 0.596767 0.081141 1E-04
83.0664 9.32E-06 57 74 0.308333 1.14E-06 0.33807 0.065232 0.0014
84.0625 2.14E-06 42 47 0.195833 2.32E-07 -0.65916 0.118704 0.0002
82.7148 1.69E-05 53 61 0.254167 2.22E-06 0.270702 0.053881 0.0018
89.7656 7.61E-10 13 13 0.054167 8.26E-11 -1.48353 0.204151 1E-04
86.9727 3.93E-07 87 116 0.483333 5.29E-08 -0.3623 0.061548 1E-04
81.3281 5.97E-07 54 63 0.2625 3.05E-08 -0.66631 0.110888 0.0002
85.7031 2.59E-06 79 104 0.433333 3.78E-07 -0.53296 0.097953 0.0004
81.4648 7.9E-10 68 80 0.333333 9.48E-12 -0.38527 0.049967 1E-04
82.6367 1.79E-06 22 24 0.1 1.47E-07 -0.908 0.160528 0.0003
83.8281 1.13E-08 25 26 0.108333 4.38E-10 -1.00372 0.145048 1E-04
82.2656 3.14E-06 64 81 0.3375 2.72E-07 0.481658 0.087311 0.0002
82.793 4.97E-09 49 59 0.245833 1.27E-10 -0.6607 0.092054 1E-04
80.0781 1.01E-06 77 107 0.445833 4.56E-08 -0.42394 0.071614 0.0002
85.1172 1.77E-23 26 27 0.1125 2.55E-27 -1.5238 0.10166 1E-04
83.3203 2.56E-06 79 103 0.429167 2.54E-07 0.266159 0.048108 1E-04
82.4219 8.7E-11 80 103 0.429167 8.68E-13 -0.58317 0.07117 1E-04
84.6875 1.5E-06 47 53 0.220833 1.69E-07 -0.80369 0.142857 0.0004
84.3359 1.19E-09 32 38 0.158333 3.48E-11 -0.93357 0.125402 1E-04
83.2617 6.23E-06 15 20 0.083333 7.26E-07 0.805414 0.15228 0.0011
85.2148 8.17E-09 73 91 0.379167 4.16E-10 0.514355 0.074218 1E-04
82.9492 1.68E-05 55 68 0.283333 2.28E-06 -0.24039 0.04791 0.0016
83.5156 4.41E-25 75 100 0.416667 9.87E-30 0.993056 0.061274 1E-04
85.8984 4.02E-06 29 30 0.125 6.49E-07 -0.46703 0.087864 0.0005
83.7695 1.03E-05 31 32 0.133333 1.42E-06 0.424878 0.082815 0.0007
85.1172 3.42E-10 71 88 0.366667 9.89E-12 -0.70988 0.09217 1E-04
83.3008 4.06E-07 45 50 0.208333 2.8E-08 0.479206 0.0795 1E-04
85.4883 9.72E-10 47 59 0.245833 3.71E-11 0.49298 0.066336 1E-04
86.9922 2.15E-08 76 103 0.429167 1.9E-09 0.493496 0.074667 1E-04
82.8711 2.46E-09 75 103 0.429167 5.56E-11 0.441767 0.060118 1E-04
80.9961 8.01E-08 52 65 0.270833 2.42E-09 -0.41046 0.062587 1E-04
83.2227 3.78E-27 87 105 0.4375 2.59E-32 1.16112 0.066132 1E-04
81.4258 2.95E-10 14 16 0.066667 2.8E-12 -1.53722 0.193176 1E-04
81.2305 3.82E-06 24 29 0.120833 2.9E-07 -0.82731 0.150367 0.0002
82.2266 6.68E-07 80 104 0.433333 4.15E-08 0.568021 0.095617 0.0002
81.7578 3.52E-13 17 17 0.070833 8.43E-16 -1.93059 0.201611 1E-04
85.5664 1.03E-14 75 103 0.429167 5.98E-17 0.826976 0.081879 1E-04
84.3945 3.29E-34 84 111 0.4625 3.01E-40 1.16221 0.052622 1E-04
82.9102 3.53E-07 44 56 0.233333 2.2E-08 0.687733 0.113097 1E-04
86.8945 1.75E-07 75 103 0.429167 2.07E-08 0.379333 0.062249 1E-04
84.8438 2.05E-09 86 117 0.4875 7.5E-11 -0.64087 0.087952 1E-04
85.8008 5.53E-08 56 66 0.275 4.41E-09 0.47129 0.073297 1E-04
85 3.22E-25 84 111 0.4625 2.12E-29 0.864789 0.053927 1E-04
87.7148 4.91E-17 77 103 0.429167 3.25E-19 0.800664 0.071897 1E-04
83.4375 5.09E-06 65 82 0.341667 5.86E-07 -0.52122 0.097624 0.0012
82.6953 7.75E-06 59 76 0.316667 8.65E-07 -0.49743 0.094789 0.0015
84.707 2.22E-09 75 103 0.429167 7.99E-11 0.61907 0.085112 1E-04
81.2305 3.91E-20 54 63 0.2625 1.93E-24 -1.06478 0.078383 1E-04
82.7734 1.95E-05 85 118 0.491667 2.65E-06 -0.45481 0.091307 0.0026
84.1406 3.16E-07 69 82 0.341667 2.44E-08 -0.73586 0.121467 1E-04
81.1328 1.39E-05 33 35 0.145833 1.39E-06 -0.67635 0.131698 0.0017
82.3242 6.18E-13 31 34 0.141667 2.1E-15 -1.13826 0.121153 1E-04
83.3984 1.1E-08 25 27 0.1125 3.84E-10 -0.73602 0.10594 1E-04
85.2734 1.17E-06 62 76 0.316667 1.4E-07 -0.60361 0.106496 0.0003
82.8906 2.75E-07 25 27 0.1125 1.62E-08 -0.66876 0.10879 1E-04
83.7109 2.14E-07 25 26 0.108333 1.42E-08 -1.011 0.163669 1E-04
84.0625 3.57E-13 85 119 0.495833 2.12E-15 0.768179 0.081784 1E-04
86.25 2.17E-08 62 71 0.295833 1.64E-09 0.63094 0.09501 1E-04
82.2852 2.49E-05 22 23 0.095833 3.32E-06 0.743924 0.150995 0.0018
84.0039 1.29E-08 40 46 0.191667 5.37E-10 -0.75331 0.109539 1E-04
82.7539 8.83E-06 41 47 0.195833 1.02E-06 -0.44926 0.086247 0.0006
83.3203 6.4E-08 75 102 0.425 3.09E-09 0.570317 0.08766 1E-04
85.3125 5.48E-06 16 16 0.066667 8.51E-07 0.743839 0.141635 0.0008
80.7812 1.86E-05 62 77 0.320833 1.88E-06 0.441687 0.087217 0.0014
87.9492 6.12E-08 28 33 0.1375 7.63E-09 0.893851 0.141622 1E-04
83.3398 7.01E-07 33 35 0.145833 5.42E-08 -0.61136 0.103951 1E-04
82.0117 1.1E-05 15 15 0.0625 1.2E-06 0.785711 0.151929 0.0022
87.6562 1.03E-11 55 71 0.295833 3.67E-13 -0.43771 0.052316 1E-04
84.2969 6.53E-07 76 102 0.425 5.93E-08 0.486015 0.08292 1E-04
86.25 4.46E-14 44 55 0.229167 4.32E-16 -0.89525 0.092216 1E-04
85 1.75E-23 39 44 0.183333 2.33E-27 1.14511 0.076298 1E-04
86.9141 4.87E-10 57 70 0.291667 2.43E-11 -0.63898 0.084989 1E-04
84.3945 6.58E-06 68 87 0.3625 9.2E-07 0.265995 0.050828 0.001
82.3047 3.04E-12 68 81 0.3375 1.43E-14 -0.84513 0.093759 1E-04
81.7188 2.17E-07 80 108 0.45 9.6E-09 -0.51064 0.081548 1E-04
80.5078 8.19E-06 67 83 0.345833 6.57E-07 0.352082 0.066274 0.0011
82.5195 2.52E-06 68 78 0.325 2.18E-07 0.393949 0.070757 1E-04
86.4453 1.67E-06 75 100 0.416667 2.56E-07 -0.32768 0.059248 0.0002
83.3594 1.47E-06 14 14 0.058333 1.32E-07 1.23964 0.218185 0.0003
85.1172 5.14E-06 46 53 0.220833 7.66E-07 -0.31709 0.060096 0.0012
84.3945 1.03E-08 11 12 0.05 4.5E-10 -1.38832 0.2008 1E-04
86.9727 5.92E-11 44 47 0.195833 2.2E-12 -0.44931 0.056116 1E-04
84.2578 9.76E-12 42 45 0.1875 1.15E-13 1.15483 0.134301 1E-04
84.5703 2.91E-12 20 21 0.0875 3.06E-14 -1.46354 0.165129 1E-04
83.7695 2.87E-19 55 64 0.266667 1.03E-22 -1.16051 0.090926 1E-04
86.4453 7.25E-08 69 82 0.341667 6.88E-09 0.562684 0.088836 1E-04
83.9844 3.51E-07 60 72 0.3 2.69E-08 0.48397 0.080172 1E-04
84.9023 3.32E-13 42 45 0.1875 2.68E-15 -0.84542 0.090452 1E-04
87.5977 4.08E-06 41 48 0.2 8.46E-07 -0.56812 0.108148 0.0012
86.2305 1.08E-07 45 54 0.225 1.05E-08 -0.66408 0.106369 1E-04
85.293 6.63E-08 61 70 0.291667 4.9E-09 -0.66723 0.10414 1E-04
83.1641 1.03E-05 73 101 0.420833 1.3E-06 0.300983 0.058432 0.0003
83.2422 9.24E-06 24 26 0.108333 1.16E-06 -0.51685 0.099801 0.0021
87.2266 6.98E-08 53 61 0.254167 7.7E-09 0.872271 0.138245 1E-04
85.0977 1.24E-10 36 41 0.170833 3E-12 0.676265 0.085132 1E-04
84.2578 4.68E-10 36 39 0.1625 1.13E-11 -0.87535 0.114046 1E-04
83.8281 3.04E-06 23 25 0.104167 3.38E-07 0.758222 0.138706 0.0002
85.7617 1.95E-06 41 48 0.2 2.74E-07 0.532285 0.096514 0.0005
83.2812 6.56E-07 78 97 0.404167 4.95E-08 -0.47056 0.079736 0.0002
87.8711 1.93E-11 81 105 0.4375 7.98E-13 -0.68548 0.083484 1E-04
85.1172 4.84E-07 18 18 0.075 4.84E-08 -0.96729 0.16377 1E-04
84.6875 4.14E-07 16 17 0.070833 3.72E-08 -0.90558 0.151828 0.0002
86.2695 1.97E-06 40 43 0.179167 3E-07 0.539208 0.098144 0.0003
83.1836 5.17E-06 42 48 0.2 5.75E-07 -0.43608 0.081607 0.0007
84.7656 1.2E-05 15 16 0.066667 1.97E-06 0.972502 0.192504 0.0019
80.6055 1.27E-09 59 69 0.2875 1.32E-11 0.506081 0.066219 1E-04
80.1367 1.62E-05 25 28 0.116667 1.44E-06 -0.65604 0.127944 0.0014
86.3672 9.5E-07 78 98 0.408333 1.32E-07 0.52142 0.091772 0.0002
84.2383 1.12E-08 43 54 0.225 4.77E-10 0.427524 0.061944 1E-04
80.2148 1.53E-14 86 116 0.483333 9.05E-18 -0.80439 0.076797 1E-04
88.2422 7.19E-12 38 41 0.170833 2.91E-13 -0.73491 0.087351 1E-04
86.0352 9.55E-08 44 47 0.195833 8.71E-09 -0.89727 0.142815 1E-04
81.9531 2.29E-08 89 115 0.479167 6.54E-10 -0.32449 0.047472 1E-04
86.4844 2.17E-09 64 71 0.295833 1.22E-10 -0.58395 0.081255 1E-04
85.5469 4.12E-07 89 108 0.45 4.33E-08 0.615337 0.103751 1E-04
86.8555 4.83E-06 37 37 0.154167 9.21E-07 0.672342 0.128481 0.0015
85.0781 8.92E-06 75 93 0.3875 1.45E-06 0.352085 0.068694 0.0014
87.9492 1.65E-06 29 33 0.1375 3.2E-07 0.994889 0.181581 0.0005
83.3984 2.01E-06 85 105 0.4375 1.92E-07 0.705836 0.126127 0.0009
84.2969 8.36E-06 19 19 0.079167 1.2E-06 0.808948 0.156469 0.0014
86.3281 3.42E-06 83 110 0.458333 5.74E-07 -0.51603 0.096566 0.0007
77.9102 3.5E-06 66 80 0.333333 1.44E-07 0.589775 0.104181 0.0003
82.4805 2.6E-07 51 62 0.258333 1.4E-08 -0.66874 0.108211 0.0002
85.1367 1.17E-06 63 75 0.3125 1.36E-07 0.580174 0.102256 0.0004
86.3086 3.05E-12 24 24 0.1 5.87E-14 1.17319 0.134336 1E-04
85.2539 2.89E-08 53 60 0.25 1.84E-09 0.637458 0.096346 1E-04
83.9062 1.96E-19 52 59 0.245833 7.08E-23 -1.27231 0.099091 1E-04
82.1094 6.51E-10 43 53 0.220833 9.04E-12 0.447469 0.057961 1E-04
83.2031 6.55E-06 83 101 0.420833 7.64E-07 0.506193 0.095925 0.0007
86.6406 2.23E-29 71 92 0.383333 1.14E-33 1.25191 0.068448 1E-04
79.9414 6.94E-06 59 72 0.3 4.88E-07 -0.35025 0.065081 0.0006
83.6719 1.74E-06 40 50 0.208333 1.69E-07 -0.66487 0.118201 0.0003
85.293 8.33E-08 81 104 0.433333 6.39E-09 0.578496 0.091106 1E-04
83.6523 1.71E-07 82 107 0.445833 1.07E-08 0.618573 0.099162 1E-04
82.1875 8.61E-14 23 23 0.095833 1.82E-16 -1.01216 0.102447 1E-04
85.5859 6.02E-07 87 118 0.491667 6.78E-08 -0.39534 0.067799 1E-04
79.7656 1.66E-05 70 83 0.345833 1.4E-06 -0.39924 0.077773 0.0009
87.4414 3.9E-21 88 110 0.458333 5.91E-24 1.03578 0.077576 1E-04
81.6406 3.83E-06 69 83 0.345833 3.11E-07 -0.55844 0.101803 0.0002
85.4102 2.02E-12 89 120 0.5 2.67E-14 -0.56867 0.063969 1E-04
85.2539 7.52E-09 17 18 0.075 3.82E-10 -0.98281 0.141442 1E-04
79.3164 1.21E-11 51 65 0.270833 2.6E-14 0.723036 0.081282 1E-04
81.4258 3.05E-08 32 38 0.158333 8.18E-10 0.699237 0.103005 1E-04
82.5 1.83E-12 71 91 0.379167 8.35E-15 -0.51691 0.056671 1E-04
84.8047 7.45E-06 41 49 0.204167 1.13E-06 -0.57094 0.110117 0.0012
81.1719 6.67E-13 23 26 0.108333 1.46E-15 -0.99396 0.104991 1E-04
86.5625 6.41E-08 76 95 0.395833 6.11E-09 -0.4504 0.07082 1E-04
79.668 3.99E-13 14 15 0.0625 4.15E-16 1.34389 0.138316 1E-04
83.0078 6.27E-07 80 113 0.470833 4.46E-08 -0.59401 0.100262 1E-04
80.293 2.73E-08 14 15 0.0625 5.43E-10 -1.08436 0.157732 1E-04
86.0547 1.23E-06 88 110 0.458333 1.69E-07 0.57565 0.102328 0.0004
85.1562 3.66E-12 72 90 0.375 4.92E-14 0.79781 0.090987 1E-04
85.7617 1.55E-08 69 81 0.3375 9.98E-10 0.642551 0.095243 1E-04
80.1172 4.21E-07 46 52 0.216667 1.55E-08 0.375011 0.060907 1E-04
81.1914 2.05E-10 35 37 0.154167 1.67E-12 -0.96203 0.119327 1E-04
79.5703 2.88E-08 32 34 0.141667 4.84E-10 -0.6824 0.09892 1E-04
79.082 1.1E-14 71 92 0.383333 3.5E-18 -0.86944 0.081537 1E-04
78.0469 5.71E-06 72 93 0.3875 2.76E-07 -0.63837 0.115798 0.0002
81.4258 2.49E-06 53 61 0.254167 1.78E-07 0.467372 0.083258 0.0005
88.9062 1.41E-06 60 72 0.3 3.1E-07 0.69858 0.127328 0.0009
85.9766 7.35E-11 88 110 0.458333 2.11E-12 0.795644 0.099268 1E-04
86.6992 2.31E-07 63 72 0.3 2.74E-08 -0.63046 0.104509 0.0002
82.9102 2.9E-07 50 62 0.258333 1.73E-08 -0.6154 0.10034 1E-04
85.9375 8.72E-07 76 96 0.4 1.11E-07 -0.52491 0.091758 0.0003
79.8438 9.08E-06 76 96 0.4 6.7E-07 0.608802 0.114702 0.0007
84.1797 3.11E-07 15 16 0.066667 2.42E-08 1.39369 0.229987 0.0002
81.0742 4.38E-06 85 116 0.483333 3.34E-07 -0.41248 0.075413 0.0004
82.8711 2.33E-12 81 114 0.475 1.28E-14 0.91721 0.101508 1E-04
82.5781 1.61E-05 48 51 0.2125 2.05E-06 -0.7897 0.156596 0.0016
79.2578 1.83E-22 71 92 0.383333 6.03E-28 -1.0583 0.069163 1E-04
81.7383 3.48E-06 26 32 0.133333 2.82E-07 -1.06062 0.192546 0.0006
82.0312 5.64E-08 44 50 0.208333 1.99E-09 0.667295 0.101108 0.0002
80.918 2.65E-11 73 89 0.370833 1.23E-13 -0.59412 0.069199 1E-04
85.2734 1.4E-06 82 112 0.466667 1.71E-07 -0.32656 0.058085 0.0002
81.0938 1.73E-14 77 99 0.4125 1.58E-17 0.727724 0.07022 1E-04
79.5312 2.12E-22 44 50 0.208333 8.93E-28 -1.30043 0.085465 1E-04
81.9336 5.95E-11 40 44 0.183333 4.67E-13 0.717626 0.08627 1E-04
79.5508 2.16E-09 33 37 0.154167 1.88E-11 -0.72552 0.09583 1E-04
83.457 1.01E-05 56 67 0.279167 1.33E-06 0.600902 0.116757 0.0011
85.2539 2.89E-10 39 46 0.191667 8.43E-12 0.739375 0.095597 1E-04
84.4922 7.51E-06 63 71 0.295833 1.09E-06 -0.44507 0.085697 0.0022
79.5117 1.52E-07 31 33 0.1375 3.81E-09 0.860092 0.13312 1E-04
84.8047 1.21E-18 88 110 0.458333 1.02E-21 1.07044 0.087059 1E-04
87.5977 9.43E-08 86 107 0.445833 1.17E-08 0.745464 0.11986 1E-04
86.1523 3.68E-08 11 12 0.05 2.96E-09 -0.76012 0.116668 1E-04
83.75 4.7E-06 80 117 0.4875 5.6E-07 -0.49991 0.093451 0.0013
79.5898 1.04E-05 48 53 0.220833 7.64E-07 -0.57902 0.109723 0.0009
85.3516 4.63E-08 76 90 0.375 3.26E-09 0.427039 0.065752 1E-04
82.7734 1.32E-11 38 42 0.175 1E-13 0.977775 0.113348 1E-04
85.0586 1.13E-05 29 29 0.120833 1.91E-06 0.534076 0.105538 0.0024
83.1836 1.38E-06 77 103 0.429167 1.18E-07 -0.44277 0.077592 1E-04
82.8711 2.32E-08 84 114 0.475 8.28E-10 -0.68777 0.101354 1E-04
83.457 1.26E-05 82 113 0.470833 1.73E-06 0.190235 0.037421 0.0011
83.2031 1.19E-07 71 95 0.395833 6.31E-09 -0.60375 0.095039 1E-04
83.9844 4.2E-06 74 88 0.366667 5.08E-07 0.411586 0.076616 0.001
84.1211 7.85E-11 82 108 0.45 1.3E-12 0.602934 0.074325 1E-04
86.3672 9.73E-12 75 94 0.391667 2.28E-13 0.516069 0.060988 1E-04
83.3008 8.44E-06 82 108 0.45 1.05E-06 -0.31803 0.06113 0.0005
83.0469 1.26E-06 39 43 0.179167 1.03E-07 -0.40267 0.070196 0.0003
85.7422 4.68E-18 83 108 0.45 8.2E-21 -0.70586 0.059446 1E-04
86.1914 4.12E-08 54 67 0.279167 3.4E-09 -0.38555 0.059446 1E-04
84.2773 3.31E-06 46 50 0.208333 4.01E-07 -0.54826 0.101026 0.0013
86.6602 1.13E-10 74 95 0.395833 4.23E-12 -0.64131 0.081445 1E-04
85.7617 3.23E-10 78 99 0.4125 1.11E-11 -0.68869 0.089686 1E-04
78.2617 8.79E-06 77 100 0.416667 4.96E-07 -0.38888 0.07231 0.0007
84.2773 3.55E-08 57 76 0.316667 1.89E-09 0.857003 0.129641 1E-04
86.0352 9.94E-08 57 62 0.258333 9.12E-09 0.414126 0.066019 0.0002
84.8438 1.17E-08 61 74 0.308333 5.8E-10 0.564715 0.082313 1E-04
81.6797 4.79E-07 34 36 0.15 2.49E-08 0.654189 0.108072 1E-04
84.6484 6.47E-08 85 113 0.470833 4.16E-09 -0.58162 0.090283 1E-04
79.5312 3.4E-05 83 115 0.479167 3.3E-06 0.361613 0.073384 0.0016
81.5234 1.4E-07 78 100 0.416667 5.41E-09 -0.43418 0.06799 1E-04
84.6289 2.2E-07 41 45 0.1875 1.75E-08 0.526748 0.08591 0.0003
83.2812 7.66E-06 87 118 0.491667 9.32E-07 0.310536 0.059371 0.0003
81.6797 1.2E-24 78 100 0.416667 7.82E-30 -1.06029 0.065214 1E-04
80.5469 6.82E-06 83 113 0.470833 5.27E-07 0.331744 0.06185 0.0003
86.5625 8.29E-06 61 67 0.279167 1.64E-06 0.49588 0.09731 0.0011
81.0938 6.81E-08 78 100 0.416667 2.03E-09 -0.52643 0.079809 1E-04
80.8008 6.94E-08 49 54 0.225 1.94E-09 0.770012 0.116572 1E-04
84.9414 3.21E-06 61 74 0.308333 4.3E-07 0.648492 0.119848 0.0004
82.1094 2.33E-10 56 64 0.266667 2.6E-12 -0.94953 0.119093 1E-04
80.3125 5.72E-15 65 85 0.354167 2.79E-18 1.02106 0.095354 1E-04
84.5898 1.27E-06 60 74 0.308333 1.37E-07 -0.55552 0.097913 0.0002
83.7109 1.82E-15 86 102 0.425 3.42E-18 0.831579 0.077952 1E-04
83.0469 6.22E-11 56 67 0.279167 7.07E-13 -0.99677 0.121036 1E-04
79.3359 3.06E-10 35 37 0.154167 1.52E-12 -0.65072 0.080523 1E-04
79.082 9.8E-15 66 87 0.3625 3.01E-18 -0.85819 0.080257 1E-04
86.9922 3.99E-07 34 34 0.141667 5.42E-08 0.762 0.129565 1E-04
87.1289 1.17E-06 12 12 0.05 1.9E-07 -1.2338 0.220372 0.0005
85.7227 3.81E-23 86 102 0.425 9.52E-27 1.14517 0.07787 1E-04
83.8086 1.34E-06 17 18 0.075 1.27E-07 1.06163 0.186588 0.0002
84.082 1.39E-06 10 12 0.05 1.4E-07 1.04722 0.184755 1E-04
84.043 1.01E-06 36 39 0.1625 9.48E-08 -0.55692 0.096755 0.0005
85.2539 4.19E-24 83 108 0.45 5.19E-28 -1.0169 0.066316 1E-04
84.043 6.23E-08 17 18 0.075 3.5E-09 -1.21876 0.188103 0.0002
83.1836 6.35E-07 78 105 0.4375 4.67E-08 -0.58974 0.099718 1E-04
85.7617 5E-07 76 99 0.4125 5.65E-08 -0.48776 0.083066 0.0005
79.5508 1.52E-07 83 108 0.45 3.86E-09 0.529251 0.081946 1E-04
81.8945 3.25E-06 67 90 0.375 2.67E-07 -0.37375 0.067693 0.0003
81.25 4.04E-07 10 13 0.054167 1.86E-08 -1.16967 0.191203 1E-04
85.4102 7.47E-07 74 92 0.383333 8.46E-08 0.551118 0.095325 0.0002
86.6406 1.78E-08 75 94 0.391667 1.43E-09 0.500623 0.075045 1E-04
87.6172 1.15E-08 89 110 0.458333 1.06E-09 -0.4337 0.064415 1E-04
85.4102 4.36E-06 36 39 0.1625 6.61E-07 -0.43359 0.081638 0.0013
80.9961 4.48E-13 60 68 0.283333 8.33E-16 -0.82213 0.085835 1E-04
84.707 1.1E-07 79 103 0.429167 7.88E-09 -0.45174 0.071653 1E-04
87.6562 3.98E-11 83 120 0.5 1.7E-12 0.542924 0.067376 1E-04
87.2266 3.22E-09 75 94 0.391667 2.29E-10 0.489379 0.069361 1E-04
81.7188 5.21E-16 85 117 0.4875 2.91E-19 -0.60091 0.053852 1E-04
86.2109 2.11E-07 86 111 0.4625 2.26E-08 -0.6041 0.099437 1E-04
82.4414 8.93E-10 89 117 0.4875 1.46E-11 0.570169 0.074799 1E-04
87.4023 2.32E-07 79 100 0.416667 3.13E-08 0.409662 0.068241 0.0002
82.4805 1.2E-07 77 101 0.420833 5.51E-09 -0.48044 0.075283 1E-04
82.0117 2.21E-11 59 76 0.316667 1.44E-13 -0.65374 0.07642 1E-04
87.3242 3.7E-06 81 103 0.429167 7.29E-07 0.396318 0.074944 0.001
82.2656 3.51E-18 33 35 0.145833 8.82E-22 -1.30986 0.106274 1E-04
88.125 3.81E-11 67 84 0.35 1.86E-12 0.707689 0.088012 1E-04
83.9258 6E-07 91 113 0.470833 5.02E-08 0.291142 0.04936 1E-04
83.5156 2E-05 75 102 0.425 3.02E-06 -0.30815 0.062257 0.0015
85.6055 9.73E-09 35 36 0.15 5.6E-10 -0.57226 0.083319 1E-04
86.6406 3.87E-06 69 83 0.345833 6.93E-07 -0.27379 0.051658 0.001
82.5391 2.98E-06 81 109 0.454167 2.67E-07 -0.30642 0.055506 0.0002
82.793 2.34E-06 26 26 0.108333 2.08E-07 -0.74292 0.133191 1E-04
87.207 6.44E-07 81 99 0.4125 9.71E-08 0.308733 0.053687 0.0005
87.8906 2.12E-06 26 27 0.1125 4.19E-07 0.846779 0.156325 0.0017
87.4609 6.57E-09 52 64 0.266667 5.45E-10 0.665135 0.096761 1E-04
83.2422 1.12E-06 39 45 0.1875 9.28E-08 -0.36756 0.063803 0.0002
87.8516 1.06E-10 74 99 0.4125 5.47E-12 0.500097 0.063932 1E-04
87.2461 4.46E-08 47 54 0.225 4.62E-09 0.447074 0.069642 1E-04
81.582 6.6E-10 68 82 0.341667 7.88E-12 -0.44068 0.056876 1E-04
86.3672 1.39E-08 29 33 0.1375 1E-09 -0.9563 0.141769 1E-04
85.4883 8.17E-16 72 91 0.379167 2.99E-18 0.590724 0.055239 1E-04
82.0898 6.45E-21 35 38 0.158333 3.75E-25 -1.45362 0.104372 1E-04
79.6875 1.69E-06 84 108 0.45 8.01E-08 -0.45946 0.079303 1E-04
81.9922 2.19E-18 85 119 0.495833 4.26E-22 -0.88539 0.070984 1E-04
84.668 2.74E-10 91 116 0.483333 6.73E-12 0.784164 0.10079 1E-04
82.2461 5.47E-06 58 69 0.2875 5.29E-07 0.492836 0.091899 0.0007
85.2734 6.39E-06 18 21 0.0875 1.01E-06 0.670067 0.12859 0.0022
85.9961 4.3E-08 80 109 0.454167 3.43E-09 0.559621 0.086311 1E-04
82.9297 1.93E-07 69 84 0.35 1.07E-08 0.759488 0.12173 1E-04
88.7305 1.47E-19 56 70 0.291667 7.46E-22 0.961039 0.077758 1E-04
79.3945 8.36E-06 81 109 0.454167 5.62E-07 0.352641 0.065929 0.0002
82.5781 4.19E-07 21 22 0.091667 2.53E-08 0.816633 0.134978 1E-04
87.0703 4.09E-09 39 41 0.170833 2.89E-10 -0.6583 0.093957 1E-04
83.1836 5.09E-06 64 77 0.320833 5.63E-07 0.36056 0.067415 0.0005
80.4883 3.49E-14 50 61 0.254167 2.86E-17 0.669606 0.065351 1E-04
83.9258 6.65E-08 28 31 0.129167 3.69E-09 0.600544 0.092845 1E-04
81.1914 3.25E-15 35 39 0.1625 2.11E-18 -1.30317 0.121076 1E-04
82.9102 6.61E-16 35 38 0.158333 6.97E-19 1.33563 0.121597 1E-04
80.0586 1.45E-05 42 47 0.195833 1.24E-06 0.713997 0.138309 0.0012
84.8633 7.92E-06 82 105 0.4375 1.23E-06 0.489953 0.09485 0.0019
84.3359 1.37E-07 58 74 0.308333 9.45E-09 -0.6641 0.106 1E-04
82.1289 4.22E-10 69 84 0.35 5.37E-12 0.97169 0.124165 1E-04
81.7773 1.21E-10 72 93 0.3875 1.05E-12 0.654728 0.080282 1E-04
80.9961 7.91E-06 76 95 0.395833 6.8E-07 0.676789 0.127595 0.0007
88.3984 1.9E-06 36 40 0.166667 4.02E-07 -0.71829 0.132362 0.0007
81.7578 1.97E-05 32 35 0.145833 2.33E-06 0.54991 0.109709 0.0011
84.2188 1.17E-05 25 25 0.104167 1.77E-06 -1.1023 0.217093 0.0016
83.2031 7.42E-19 36 39 0.1625 2.31E-22 -1.09721 0.087097 1E-04
79.4727 2.98E-06 33 37 0.154167 1.57E-07 -0.68446 0.12132 1E-04
83.9062 8.31E-10 72 91 0.379167 2.02E-11 0.445614 0.05897 1E-04
82.4805 3.43E-06 72 86 0.358333 3.14E-07 0.431269 0.078643 1E-04
83.3203 1.06E-06 72 89 0.370833 8.81E-08 -0.62956 0.10906 0.0002
86.4844 6.83E-07 45 53 0.220833 9.18E-08 0.734353 0.127422 0.0005
85.2344 3.63E-07 16 18 0.075 3.53E-08 -0.81481 0.136334 1E-04
86.0547 1.39E-17 73 91 0.379167 3.42E-20 -0.97301 0.083974 1E-04
82.4609 4.24E-18 69 84 0.35 1.24E-21 1.26058 0.102852 1E-04
85.6055 9.1E-07 63 69 0.2875 1.1E-07 -0.46344 0.080988 0.0004
81.3086 1.57E-06 45 52 0.216667 9.92E-08 -0.52091 0.090658 0.0003
82.1484 1.64E-10 46 50 0.208333 1.71E-12 -0.93426 0.115953 1E-04
79.4336 3.56E-05 16 21 0.0875 3.46E-06 0.691633 0.140671 0.0014
78.9258 1.74E-28 35 38 0.158333 1.11E-35 -1.4098 0.072652 1E-04
81.582 1.94E-07 24 24 0.1 8.12E-09 0.707573 0.11235 1E-04
85.1367 4.37E-07 75 85 0.354167 4.3E-08 -0.57929 0.097649 1E-04
81.4453 2.45E-12 35 38 0.158333 8.01E-15 0.970568 0.106313 1E-04
81.0156 1.58E-05 45 52 0.216667 1.6E-06 0.581236 0.113908 0.0007
81.875 6.85E-06 88 114 0.475 6.56E-07 0.329585 0.062038 0.0005
81.8555 1.91E-10 68 81 0.3375 1.89E-12 0.882939 0.109851 1E-04
81.875 4.05E-13 35 38 0.158333 1.05E-15 -0.94225 0.098847 1E-04
81.2305 5.01E-13 35 38 0.158333 1.05E-15 -0.94225 0.098847 1E-04
83.0664 1.34E-05 63 75 0.3125 1.76E-06 -0.6771 0.133293 0.0015
81.0547 1.33E-14 32 35 0.145833 1.12E-17 -0.75053 0.071944 1E-04
81.2891 1.22E-14 32 35 0.145833 1.12E-17 -0.75053 0.071944 1E-04
85.0977 2.5E-06 79 104 0.433333 3.3E-07 -0.48296 0.088253 0.0005
88.2422 1.51E-07 36 40 0.166667 2.25E-08 -0.70143 0.115452 1E-04
81.1133 6.1E-06 53 60 0.25 5.04E-07 0.601884 0.112 0.0003
78.8867 1.57E-12 85 116 0.483333 1.68E-15 -0.8322 0.08817 1E-04
87.207 5.47E-06 83 107 0.445833 1.12E-06 0.591848 0.114091 0.0027
81.0547 2.03E-08 40 43 0.179167 4.54E-10 -1.01568 0.14694 1E-04
80.9961 1.01E-14 36 39 0.1625 7.76E-18 -0.90242 0.085904 1E-04
85.625 9.41E-06 56 62 0.258333 1.67E-06 -0.50279 0.098741 0.0022
85.957 1.07E-05 37 43 0.179167 2.02E-06 0.673855 0.133533 0.0024
88.4766 3.74E-12 15 15 0.0625 1.49E-13 -1.55669 0.18214 1E-04
80.957 3.78E-13 32 35 0.145833 6.64E-16 1.09306 0.113586 1E-04
83.1055 6.1E-07 61 69 0.2875 4.39E-08 -0.39714 0.066992 0.0002
84.2773 4.18E-06 85 110 0.458333 5.3E-07 0.462219 0.086193 0.0008
90.0977 4.04E-06 87 118 0.491667 1.19E-06 0.46759 0.090394 0.0007
80.6445 6.91E-07 62 75 0.3125 3.19E-08 0.503683 0.083965 1E-04
79.0039 2.44E-12 62 72 0.3 3.07E-15 0.585031 0.062772 1E-04
84.6094 1.23E-11 73 86 0.358333 1.71E-13 -0.88894 0.104334 1E-04
85.5664 2.31E-12 72 96 0.4 3.29E-14 0.65585 0.074122 1E-04
81.3281 1.39E-05 55 61 0.254167 1.42E-06 0.516257 0.100631 0.0011
82.8516 5.67E-07 87 110 0.458333 3.83E-08 0.576449 0.09675 1E-04
81.6016 1.19E-07 58 72 0.3 4.52E-09 0.63732 0.0992 1E-04
88.5547 2.19E-08 59 73 0.304167 2.7E-09 0.725336 0.110999 1E-04
86.5234 3.53E-07 81 103 0.429167 4.33E-08 -0.3985 0.067189 1E-04
87.8906 1.75E-06 64 77 0.320833 3.39E-07 0.631746 0.115577 0.0008
82.7734 4.81E-06 77 99 0.4125 4.94E-07 0.606723 0.112797 0.0005
83.6719 3.2E-06 23 25 0.104167 3.5E-07 -0.52686 0.096519 0.0005
83.7695 5.34E-15 69 88 0.366667 1.27E-17 0.849778 0.081654 1E-04
85.1172 3.6E-08 68 84 0.35 2.31E-09 0.570191 0.086812 1E-04
82.4219 3.98E-06 36 39 0.1625 3.71E-07 -0.6806 0.124993 0.0004
83.2617 5.16E-09 50 65 0.270833 1.5E-10 0.832451 0.116538 1E-04
84.2383 4.77E-08 50 58 0.241667 2.66E-09 0.76845 0.117538 1E-04
85.6836 3.26E-34 80 103 0.429167 1.14E-39 1.16866 0.053768 1E-04
85.293 1.01E-06 29 35 0.145833 1.18E-07 0.587992 0.103023 0.0002
83.1055 4.55E-13 38 45 0.1875 1.96E-15 -0.71278 0.07576 1E-04
84.5312 4.22E-12 41 49 0.204167 4.69E-14 -0.75439 0.08594 1E-04
85.5859 1.18E-09 33 36 0.15 4.76E-11 0.915187 0.124003 1E-04
87.7148 4.32E-07 36 41 0.170833 6.73E-08 -0.86326 0.147998 1E-04
85.625 1.62E-07 87 117 0.4875 1.48E-08 0.432157 0.070073 1E-04
83.7109 1.02E-05 75 98 0.408333 1.4E-06 0.258413 0.050333 0.0012
84.1016 7.14E-10 83 109 0.454167 1.78E-11 -0.57643 0.076023 1E-04
86.5234 4.7E-07 39 44 0.183333 6.01E-08 0.667761 0.113989 0.0002
88.418 2.34E-14 55 64 0.266667 4.77E-16 -0.67724 0.0699 1E-04
85.2539 8.28E-08 16 17 0.070833 6.3E-09 -0.85061 0.133894 1E-04
86.1719 8.19E-07 71 90 0.375 1.07E-07 0.419297 0.073203 1E-04
83.3203 1.06E-08 54 60 0.25 3.6E-10 0.71929 0.103336 1E-04
85.8789 8.28E-06 51 55 0.229167 1.49E-06 -0.42525 0.083077 0.0026
87.7734 5.9E-07 67 87 0.3625 9.67E-08 -0.34484 0.059956 0.0002
83.0273 1.23E-05 46 51 0.2125 1.57E-06 -0.36346 0.071181 0.0017
88.0469 2.53E-06 71 86 0.358333 5.25E-07 0.438571 0.081751 0.0018
86.6211 2.19E-14 89 118 0.491667 2.2E-16 -0.56238 0.057141 1E-04
87.5391 3.49E-08 72 86 0.358333 3.72E-09 0.44283 0.06848 1E-04
80.9961 1.12E-16 90 119 0.495833 3.02E-20 0.733035 0.06313 1E-04
86.3477 1.96E-07 83 117 0.4875 2.13E-08 -0.38343 0.062982 0.0002
85.2344 9.02E-07 45 51 0.2125 1.02E-07 0.700045 0.12198 1E-04
87.0508 8.32E-08 60 69 0.2875 9.09E-09 -0.58569 0.093357 0.0002
88.8477 3.58E-07 43 46 0.191667 6.6E-08 0.631444 0.108175 1E-04
86.1133 2.78E-23 82 104 0.433333 8.6E-27 -0.81002 0.055 1E-04
88.0078 7.42E-07 59 70 0.291667 1.31E-07 0.314213 0.055281 0.0003
84.6094 3.77E-10 56 72 0.3 9.62E-12 0.599944 0.077839 1E-04
83.5938 9.43E-15 63 75 0.3125 2.31E-17 0.759577 0.073831 1E-04
84.5508 6.67E-07 85 117 0.4875 6.37E-08 0.399965 0.068427 0.0002
87.9492 2.29E-11 84 104 0.433333 9.91E-13 0.70141 0.08588 1E-04
81.4648 8.18E-12 76 104 0.433333 3.53E-14 -0.53311 0.060344 1E-04
81.3086 4.46E-06 65 87 0.3625 3.54E-07 -0.29157 0.053443 0.0004
84.5508 9.35E-06 47 59 0.245833 1.42E-06 -0.39905 0.077784 0.0024
86.6211 4.28E-09 38 44 0.183333 2.75E-10 -0.68454 0.097551 1E-04
83.9258 3.39E-08 18 18 0.075 1.66E-09 -1.07832 0.162431 1E-04
78.457 2.25E-06 45 53 0.220833 9.15E-08 0.598503 0.103836 1E-04
84.1211 1.07E-11 19 20 0.083333 1.23E-13 1.03417 0.120455 1E-04
83.6914 4.5E-07 70 90 0.375 3.41E-08 0.399836 0.066816 0.0003
85.1172 7.42E-13 79 101 0.420833 7.46E-15 0.765242 0.083692 1E-04
79.3164 4.56E-07 66 89 0.370833 1.45E-08 0.447125 0.072451 1E-04
79.1406 5.17E-07 75 93 0.3875 1.64E-08 0.475273 0.077339 0.0002
78.5742 5.78E-11 49 52 0.216667 1.43E-13 -1.08449 0.126763 1E-04
79.8047 1.33E-06 85 116 0.483333 6.11E-08 0.334968 0.057215 1E-04
79.8438 1.71E-10 64 80 0.333333 8.68E-13 -0.64884 0.079184 1E-04
81.25 5.62E-06 83 111 0.4625 4.66E-07 0.552788 0.102515 0.0005
87.7539 3.1E-06 69 87 0.3625 6.33E-07 0.337624 0.063451 0.0015
79.9414 4.86E-09 37 43 0.179167 5.8E-11 0.759284 0.103449 1E-04
79.7461 1.24E-11 84 110 0.458333 3.17E-14 -0.65644 0.074124 1E-04
87.3438 2.41E-11 22 25 0.104167 8.77E-13 -1.24074 0.151458 1E-04
88.2617 8.34E-08 57 65 0.270833 1.15E-08 0.538857 0.086601 1E-04
80.2734 8.25E-06 24 30 0.125 6.38E-07 0.882301 0.165875 0.0011
79.1602 4.47E-10 89 115 0.479167 2.31E-12 -0.43668 0.054608 1E-04
88.5352 5.5E-09 75 91 0.379167 5.67E-10 -0.48812 0.071098 1E-04
87.7734 9.06E-08 11 12 0.05 1.15E-08 0.936973 0.150585 1E-04
78.4375 8.14E-17 65 80 0.333333 4.94E-21 0.935349 0.078099 1E-04
88.6523 9.1E-08 46 53 0.220833 1.37E-08 0.583302 0.094314 1E-04
81.6797 2.54E-07 89 120 0.5 1.15E-08 -0.45984 0.073904 1E-04
78.9453 3.08E-14 37 44 0.183333 1.2E-17 0.733611 0.070414 1E-04
82.8516 1.35E-06 66 76 0.316667 1.08E-07 0.458382 0.080055 1E-04
85.1367 3.53E-06 28 31 0.129167 4.95E-07 0.670196 0.12461 0.0004
80.8203 2.07E-05 95 116 0.483333 2.16E-06 -0.40651 0.08081 0.0024
87.5391 4.55E-09 56 66 0.275 3.65E-10 -0.88389 0.12703 1E-04
79.2578 4.1E-17 47 49 0.204167 3.31E-21 0.980171 0.081294 1E-04
86.6211 6.17E-07 81 113 0.470833 8.37E-08 0.392603 0.067877 0.0002
79.6484 1.66E-07 29 32 0.133333 4.41E-09 -0.88816 0.13813 1E-04
82.7734 1.26E-05 78 105 0.4375 1.57E-06 -0.47683 0.093371 0.0023
79.7656 1.83E-08 81 104 0.433333 2.89E-10 -0.77164 0.11013 1E-04
81.7188 1.27E-06 58 69 0.2875 8.25E-08 -0.53312 0.092121 1E-04
84.4336 4.48E-10 64 76 0.316667 1.12E-11 -0.87825 0.114411 1E-04
87.1094 7.8E-25 87 112 0.466667 2.77E-28 1.09333 0.07067 1E-04
87.3633 1.65E-08 35 38 0.158333 1.52E-09 -0.88568 0.133044 1E-04
79.2188 4.27E-06 85 108 0.45 2.35E-07 0.445899 0.080343 0.0004
81.6797 5.55E-09 77 102 0.425 1.09E-10 -0.53737 0.074534 1E-04
80.1367 9.7E-24 84 115 0.479167 3.01E-29 -1.09861 0.068839 1E-04
82.2852 1.26E-11 55 71 0.295833 7.97E-14 -0.57443 0.066238 1E-04
86.4062 5.17E-08 84 104 0.433333 4.62E-09 0.417225 0.064989 1E-04
80.1758 1.01E-07 64 74 0.308333 2.68E-09 0.748309 0.114483 1E-04
87.9492 5.5E-08 40 42 0.175 6.76E-09 -0.83447 0.131671 1E-04
84.0625 2.34E-20 39 42 0.175 6.23E-24 -1.4337 0.107467 1E-04
79.2188 2.76E-05 27 30 0.125 2.44E-06 0.422734 0.084523 0.0017
79.4141 7.17E-07 59 67 0.279167 2.61E-08 0.671155 0.111062 1E-04
88.0469 4.25E-10 72 88 0.366667 2.79E-11 -0.6788 0.090629 1E-04
84.0625 4.18E-14 63 76 0.316667 1.66E-16 -0.94106 0.095081 1E-04
80.5859 4.04E-17 90 119 0.495833 6.87E-21 0.912084 0.076583 1E-04
80.293 1.72E-05 84 111 0.4625 1.59E-06 -0.46586 0.091266 0.002
82.3633 4.24E-06 20 21 0.0875 3.97E-07 -0.61449 0.113172 0.0003
88.2617 2.25E-07 79 107 0.445833 3.54E-08 -0.44286 0.074106 0.0002
87.2266 5.56E-10 69 89 0.370833 3.07E-11 0.668945 0.089542 1E-04
84.8633 1.45E-06 81 104 0.433333 1.68E-07 0.571829 0.10162 0.0003
86.7773 4.64E-06 52 60 0.25 8.7E-07 -0.51264 0.097708 0.0016
80.2539 1.66E-09 24 26 0.108333 1.66E-11 0.85442 0.112477 1E-04
86.2305 7.9E-07 78 97 0.404167 1.04E-07 -0.44965 0.078403 0.0006
79.5508 4.28E-06 75 108 0.45 2.5E-07 -0.51176 0.092442 1E-04
84.7266 9.03E-06 83 117 0.4875 1.4E-06 -0.25232 0.049146 0.0016
85.625 1.25E-07 77 96 0.4 1.1E-08 0.439888 0.07058 1E-04
78.1641 1.79E-05 42 46 0.191667 1.2E-06 0.667908 0.129185 0.0006
79.1992 1.44E-06 51 58 0.241667 6E-08 0.556993 0.095076 1E-04
83.2812 3.55E-07 32 34 0.141667 2.38E-08 -0.72339 0.119297 1E-04
86.2695 3.97E-09 82 110 0.458333 2.31E-10 -0.46936 0.066549 1E-04
81.1523 2.69E-06 34 36 0.15 1.86E-07 -0.42845 0.07647 0.0002
82.9492 1.29E-20 44 55 0.229167 1.52E-24 -1.11081 0.081473 1E-04
82.6367 1.16E-07 52 60 0.25 5.47E-09 -0.53459 0.083748 1E-04
81.5234 5.74E-11 91 119 0.495833 3.91E-13 0.676072 0.080925 1E-04
79.4727 1.52E-13 76 100 0.416667 1.14E-16 0.795422 0.07976 1E-04
87.2852 1.19E-06 43 50 0.208333 1.98E-07 0.682409 0.122089 0.0005
80.9961 2.18E-07 75 97 0.404167 8.27E-09 -0.61375 0.097513 1E-04
83.2422 1.98E-08 63 80 0.333333 7.47E-10 0.603059 0.088587 1E-04
85.7227 3.26E-06 21 22 0.091667 4.95E-07 0.977282 0.18171 0.0009
87.0508 1.5E-14 43 50 0.208333 1.69E-16 -1.01913 0.103009 1E-04
79.0625 2.02E-10 60 74 0.308333 8.27E-13 -0.85796 0.104581 1E-04
83.6523 1.34E-08 63 80 0.333333 5.14E-10 0.720946 0.104696 1E-04
84.6094 3.38E-10 52 66 0.275 8.47E-12 0.449919 0.058178 1E-04
81.7383 1.93E-06 83 99 0.4125 1.37E-07 0.482811 0.085116 1E-04
84.375 1.31E-06 32 34 0.141667 1.36E-07 -0.77204 0.136068 1E-04
79.9805 1.38E-05 54 64 0.266667 1.15E-06 0.410381 0.079208 0.0008
84.1406 8.59E-09 58 70 0.291667 3.42E-10 0.618027 0.088652 1E-04
85.957 1.42E-06 54 66 0.275 1.96E-07 0.40402 0.07225 0.0004
80.6836 3.29E-07 36 41 0.170833 1.29E-08 -0.40428 0.065224 1E-04
83.75 5.96E-06 49 57 0.2375 7.42E-07 -0.66996 0.126792 0.0015
86.4453 1.73E-10 70 84 0.35 6.51E-12 0.612142 0.078613 1E-04
84.9805 1.06E-26 41 46 0.191667 3.78E-31 1.19165 0.070338 1E-04
81.3477 2.33E-08 62 72 0.3 5.77E-10 -0.69356 0.101076 1E-04
80.7227 3.69E-12 47 52 0.216667 1.01E-14 0.823266 0.09063 1E-04
82.0508 6.13E-06 13 13 0.054167 5.89E-07 -0.82477 0.154517 0.0003
82.4414 2.97E-14 67 84 0.35 5.56E-17 0.878625 0.086869 1E-04
85.3516 6.14E-06 68 82 0.341667 9.76E-07 -0.47146 0.09033 0.0017
86.7969 2.41E-10 61 68 0.283333 1.05E-11 0.711198 0.092484 1E-04
84.7266 4.45E-14 61 68 0.283333 2.35E-16 0.540727 0.055014 1E-04
86.3867 3.95E-06 22 25 0.104167 6.82E-07 -0.78631 0.148262 0.0009
85.3125 1.37E-06 77 104 0.433333 1.69E-07 0.551969 0.098128 0.0002
88.5742 1.03E-06 38 41 0.170833 2.06E-07 -0.50551 0.090594 0.0008
85.5273 3.23E-11 54 67 0.279167 7.07E-13 0.83926 0.101909 1E-04
87.6562 1.99E-12 79 106 0.441667 5.63E-14 -0.76752 0.087802 1E-04
83.6914 1.83E-17 91 118 0.491667 1.4E-20 0.912116 0.07752 1E-04
85.6445 2.37E-10 91 118 0.491667 7.47E-12 -0.55074 0.070981 1E-04
84.2383 8.97E-06 91 120 0.5 1.29E-06 0.533279 0.103498 0.002
85.2734 1.41E-06 33 34 0.141667 1.73E-07 0.464892 0.082725 0.0002
85.4883 9.91E-06 21 23 0.095833 1.74E-06 0.608401 0.119711 0.0021
80.0977 1E-05 84 112 0.466667 7.89E-07 -0.39435 0.074835 0.0005
84.375 3.79E-08 72 92 0.383333 2.09E-09 0.275112 0.04175 1E-04
86.1914 1.63E-08 28 28 0.116667 1.16E-09 1.08078 0.160963 1E-04
88.6914 9.4E-23 23 24 0.1 1.84E-25 -1.50737 0.10708 1E-04
84.1992 1.48E-09 40 44 0.183333 4.33E-11 0.908272 0.122746 1E-04
85.7031 7.37E-07 54 62 0.258333 8.77E-08 0.767305 0.132899 1E-04
86.5625 1.7E-06 52 63 0.2625 2.65E-07 0.614193 0.111217 0.0004
87.1875 7.81E-06 85 105 0.4375 1.68E-06 -0.44137 0.086691 0.0021
80.293 1.34E-07 81 118 0.491667 3.89E-09 0.494998 0.076667 1E-04
82.832 6.33E-10 66 81 0.3375 1.08E-11 -0.60024 0.07811 1E-04
81.1914 3.17E-07 12 12 0.05 1.36E-08 -0.89606 0.144872 1E-04
85.4102 1.5E-10 79 105 0.4375 4.1E-12 0.675146 0.085672 1E-04
81.6211 3.39E-07 49 57 0.2375 1.62E-08 0.593394 0.096518 1E-04
83.9453 2.04E-08 35 41 0.170833 9.13E-10 0.804236 0.118878 1E-04
85.5078 2.27E-22 91 118 0.491667 6.62E-26 -1.08884 0.07618 1E-04
85.5664 1.06E-07 85 111 0.4625 8.95E-09 0.351703 0.056032 1E-04
81.3086 1.57E-05 27 30 0.125 1.65E-06 0.496066 0.097359 0.0022
81.5234 9.73E-06 39 46 0.191667 9.51E-07 -0.54033 0.1034 0.0013
84.0039 3.28E-06 56 68 0.283333 3.8E-07 0.418949 0.077022 0.0007
85.6055 1.41E-07 33 37 0.154167 1.26E-08 -0.62025 0.09999 1E-04
88.3398 1.46E-06 13 14 0.058333 2.96E-07 0.725571 0.131987 0.0007
79.9219 9.23E-06 39 46 0.191667 6.93E-07 -0.58725 0.110805 0.0008
86.9531 4.76E-08 60 67 0.279167 4.7E-09 0.814993 0.127022 1E-04
84.4922 1.09E-10 61 78 0.325 2.16E-12 0.695968 0.086886 1E-04
83.125 9.93E-07 35 41 0.170833 7.9E-08 -0.61385 0.105894 1E-04
85.957 1.76E-09 79 103 0.429167 8.34E-11 0.662808 0.091236 1E-04
85.4492 1.65E-13 91 118 0.491667 1.45E-15 0.986092 0.104144 1E-04
86.6016 3.49E-07 37 43 0.179167 4.33E-08 1.03246 0.174079 1E-04
86.1914 7.24E-15 37 43 0.179167 5.14E-17 1.0243 0.101115 1E-04
85.1953 2.61E-07 13 14 0.058333 2.38E-08 0.887275 0.146342 1E-04



















































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Table S3: Top eQTL info for all significant eTranscripts. Slope corresponds to expression / dosage of alt a
ChromosomPosition rsID ENSEMBL_ ENSEMBL_ SYMBOL TSS_distan num_var beta_shape
chr1 24403742 rs3951726 ENST00000ENSG00000STPG1 9982 3608 1.03397
chr1 91517617 rs13447526ENST00000ENSG00000CDC7 16723 3935 1.05424
chr1 1.98E+08 rs17641524ENST00000ENSG00000DENND1B 39604 2978 1.03148
chr1 1.47E+08 rs17356024ENST00000ENSG00000PRKAB2 -50880 1138 1.03951
chr1 1.1E+08 rs1332018 ENST00000ENSG00000GSTM3 165 3977 1.03845
chr1 1.8E+08 rs2245425 ENST00000ENSG00000TOR1AIP1 7011 4475 1.05526
chr1 1.54E+08 rs11660549ENST00000ENSG00000NUP210L 332640 3452 1.03031
chr1 15735091 rs11577746ENST00000ENSG00000SLC25A34 -1315 4640 1.045
chr1 99851033 rs2307130 ENST00000ENSG00000AGL 543 4057 1.05694
chr1 1.21E+08 rs10903164ENST00000ENSG00000SRGAP2C 231339 75 0.929771
chr1 1.1E+08 rs1056806 ENST00000ENSG00000GSTM1 2704 3956 1.0473
chr1 46309111 rs41292543ENST00000ENSG00000UQCRH 5479 3288 1.05857
chr1 1.49E+08 rs1747906 ENST00000ENSG00000PDE4DIP -3389 175 1.00694
chr1 2.48E+08 rs61857507ENST00000ENSG00000OR2M1P -184687 4584 1.06966
chr1 21487897 rs6680125 ENST00000ENSG00000NBPF3 47759 4531 1.06824
chr1 21434816 rs4079441 ENST00000ENSG00000NBPF3 -5498 4532 1.04878
chr1 1.97E+08 rs6695525 ENST00000ENSG00000CFHR1 56633 3308 1.03486
chr1 2.01E+08 rs4072551 ENST00000ENSG00000DDX59 -10025 4711 1.05856
chr1 2.28E+08 rs849749 ENST00000ENSG00000MRPL55 254 4351 1.04568
chr1 2.47E+08 rs2818893 ENST00000ENSG00000ZNF695 10862 6099 1.05658
chr1 1.1E+08 rs1056806 ENST00000ENSG00000GSTM1 2684 3956 1.03941
chr1 2.31E+08 rs2493145 ENST00000ENSG00000CAPN9 8086 4656 1.03626
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L5 -84918 4901 1.08029
chr1 1.55E+08 rs3768566 ENST00000ENSG00000SCAMP3 31156 2473 1.05849
chr1 1734263 rs2281175 ENST00000ENSG00000SLC35E2 11655 3356 1.05916
chr1 2.48E+08 rs6701018 ENST00000ENSG00000196936 -11828 5066 1.06033
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L13 -161619 4632 1.06854
chr1 1.51E+08 rs3768018 ENST00000ENSG00000ARNT 125496 2612 1.04816
chr1 1.84E+08 rs1174689 ENST00000ENSG00000ARPC5 -7857 3974 1.05348
chr1 2.48E+08 rs61857507ENST00000ENSG00000OR2L3 -123437 4786 1.04702
chr1 26174754 rs2802345 ENST00000ENSG00000CNKSR1 -2650 2995 1.06162
chr1 11907848 rs6662295 ENST00000ENSG00000RNU5E-1 -305 3645 1.01727
chr1 10394891 rs12142043ENST00000ENSG00000RNU6-37P 95924 3183 1.06874
chr1 2.48E+08 rs61857507ENST00000ENSG00000Y_RNA -108543 4832 1.05289
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L2 -101238 4857 1.06782
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2AK2 -28203 5041 1.07796
chr1 2.45E+08 rs644341 ENST00000ENSG00000EFCAB2 26650 5080 1.02012
chr1 2.37E+08 rs2243960 ENST00000ENSG00000LGALS8 21678 5298 1.04316
chr1 2.35E+08 rs78334653ENST00000ENSG00000B3GALNT2 106038 4491 1.06047
chr1 2.33E+08 rs35690547ENST00000ENSG00000NTPCR 28237 5222 1.05656
chr1 2.31E+08 rs542321 ENST00000ENSG00000GNPAT 23717 4754 1.04755
chr1 2.27E+08 rs2855562 ENST00000ENSG00000COQ8A -3388 4388 1.06201
chr1 2.24E+08 rs12132899ENST00000ENSG00000CAPN8 12818 3712 1.02201
chr1 2.24E+08 rs12132899ENST00000ENSG00000CAPN8 12807 3688 1.07738
chr1 2.08E+08 rs4844619 ENST00000ENSG00000CD46 35305 3668 1.0437
chr1 2.01E+08 rs7548283 ENST00000ENSG00000TIMM17A -653155 4253 1.05593
chr1 2.01E+08 rs3753956 ENST00000ENSG00000INAVA -2661 4665 1.04855
chr1 1.83E+08 rs12041279ENST00000ENSG00000RNASEL -1374 3782 1.0389
chr1 1.82E+08 rs605863 ENST00000ENSG00000CACNA1E 335930 3952 1.03877
chr1 1.74E+08 rs61828917ENST00000ENSG00000SLC9C2 -8071 2932 1.05822
chr1 1.69E+08 rs1200161 ENST00000ENSG00000NME7 219671 5288 1.05327
chr1 1.66E+08 rs10733045ENST00000ENSG00000MGST3 -3990 4593 1.06663
chr1 1.61E+08 rs2073657 ENST00000ENSG00000USF1 3939 3683 1.05243
chr1 1.59E+08 rs857787 ENST00000ENSG00000MNDA -16001 5048 1.06833
chr1 1.56E+08 rs10908503ENST00000ENSG00000CCT3 7354 2759 1.04819
chr1 1.56E+08 rs4661036 ENST00000ENSG00000BGLAP 21725 2646 1.03988
chr1 1.56E+08 rs1052067 ENST00000ENSG00000PMF1 23336 2564 1.05297
chr1 1.54E+08 rs41305088ENST00000ENSG00000NUP210L -51133 3452 1.00422
chr1 1.54E+08 rs11580122ENST00000ENSG00000CHTOP 6689 3651 1.0455
chr1 1.51E+08 rs10399947ENST00000ENSG00000ANXA9 -92534 2856 1.03244
chr1 1.2E+08 rs532303 ENST00000ENSG00000PHGDH 10933 2497 1.04746
chr1 1.14E+08 rs4641311 ENST00000ENSG00000NRAS 629753 3936 1.03588
chr1 88958237 rs6682686 ENST00000ENSG00000KYAT3 34538 3447 1.07173
chr1 74113157 rs67635562ENST00000ENSG00000FPGT-TNNI -85108 3518 1.06277
chr1 74203316 rs792307 ENST00000ENSG00000FPGT 5103 3518 1.05736
chr1 74216575 rs495027 ENST00000ENSG00000LRRIQ3 -18429 3520 1.05472
chr1 57886800 rs1202826 ENST00000ENSG00000TACSTD2 690972 4383 1.0521
chr1 58520078 rs7355166 ENST00000ENSG00000OMA1 26721 4445 1.05666
chr1 46126748 rs785499 ENST00000ENSG00000MAST2 120414 3079 1.03956
chr1 45554982 rs2991974 ENST00000ENSG00000AKR1A1 4438 3212 1.0666
chr1 40315366 rs1846158 ENST00000ENSG00000COL9A2 1927 3842 1.02267
chr1 39059752 rs2147591 ENST00000ENSG00000NDUFS5 33433 3551 1.01763
chr1 39028357 rs11205582ENST00000ENSG00000NDUFS5 2038 3551 1.06349
chr1 19906593 rs10916668ENST00000ENSG00000OTUD3 24079 4900 1.06115
chr1 6725497 rs277683 ENST00000ENSG00000THAP3 100304 4407 1.07195
chr1 2351722 rs2840525 ENST00000ENSG00000ATAD3B 872672 3083 1.05896
chr1 968785 rs28391282ENST00000ENSG00000PLEKHN1 2287 1891 1.02006
chr1 1.52E+08 rs12130219ENST00000ENSG00000FLG-AS1 -123830 3745 1.03168
chr1 22052867 rs16860621ENST00000ENSG00000CDC42 239 4495 1.03133
chr1 2.47E+08 rs12136392ENST00000ENSG00000AL390728.2 -9292 5753 1.07387
chr1 1.54E+08 rs1046381 ENST00000ENSG00000CHTOP -2445 3651 1.0632
chr1 1.09E+08 rs10607 ENST00000ENSG00000GPSM2 55044 3709 1.04081
chr1 1.52E+08 rs34428306ENST00000ENSG00000FLG-AS1 -162115 3886 1.03596
chr1 1.51E+08 rs6677420 ENST00000ENSG00000AL590133.1 890 2825 1.01859
chr1 1.19E+08 rs4508061 ENST00000ENSG00000AL359915.2 -1765 3783 1.04646
chr1 25257119 rs72660908ENST00000ENSG00000SDHDP6 37523 3670 1.01932
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L6P -66099 4950 1.05318
chr1 89762090 rs473412 ENST00000ENSG00000LRRC8C -1456 3603 1.04244
chr1 1.52E+08 rs12130219ENST00000ENSG00000FLG-AS1 278 3548 1.06173
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2X1P -1943 5097 1.05043
chr1 93344670 rs2031223 ENST00000ENSG00000CCDC18-AS 1140 3451 1.07617
chr1 58520031 rs7355165 ENST00000ENSG00000OMA1 18786 4453 1.04072
chr1 53288432 rs10399827ENST00000ENSG00000AL355483.2 407 3897 1.08005
chr1 2.35E+08 rs549209 ENST00000ENSG00000AL357556.1 -653969 4475 1.07345
chr1 72286547 rs2815765 ENST00000ENSG00000RPL31P12 -14926 3154 1.04023
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L1P -53237 4986 1.0444
chr1 1.66E+08 rs28504591ENST00000ENSG00000AL451074.2 -46399 4844 1.06342
chr1 2.42E+08 rs1776178 ENST00000ENSG00000EXO1 6 5563 1.05921
chr1 1.67E+08 rs2312238 ENST00000ENSG00000DUTP6 73163 4551 1.05951
chr1 1.19E+08 rs28778684ENST00000ENSG00000AL359915.2 34079 3784 1.05855
chr1 2.13E+08 rs963328 ENST00000ENSG00000FLVCR1-AS1 -6232 3713 1.05087
chr1 1.52E+08 rs12130219ENST00000ENSG00000AL589986.2 -16229 3558 1.0413
chr1 21171448 rs12117526ENST00000ENSG00000AL627311.1 -97696 4334 1.0548
chr1 43159364 rs1198614 ENST00000ENSG00000EBNA1BP2 13205 3628 1.05269
chr1 89763738 rs946390 ENST00000ENSG00000AC099568. -25177 3621 1.06746
chr1 2.37E+08 rs12744425ENST00000ENSG00000AL359921.1 11132 5333 1.06279
chr1 54781424 rs2286203 ENST00000ENSG00000AC096536. -106309 4640 1.06103
chr1 21440603 rs4654745 ENST00000ENSG00000NBPF3 -4342 4530 1.08336
chr1 1.53E+08 rs3006480 ENST00000ENSG00000UBAP2L -837659 3115 1.05666
chr1 1.19E+08 rs55696509ENST00000ENSG00000AL359915.2 3607 3784 1.05686
chr1 2.37E+08 rs819425 ENST00000ENSG00000LGALS8 10221 5298 1.02354
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L9P -37711 5026 1.07696
chr1 1.52E+08 rs6666097 ENST00000ENSG00000FLG-AS1 -116720 3807 1.031
chr1 36420516 rs2275477 ENST00000ENSG00000OSCP1 29762 2777 0.983476
chr1 2.36E+08 rs400948 ENST00000ENSG00000MTND4P10 -10887 4498 1.07202
chr1 16059273 rs10927897ENST00000ENSG00000AL355994.2 -19245 3909 1.05855
chr1 1.74E+08 rs3791022 ENST00000ENSG00000GAS5 101412 2981 1.04144
chr1 2.24E+08 rs61823657ENST00000ENSG00000AC138393. -71043 3799 1.05476
chr1 1.73E+08 rs10798265ENST00000ENSG00000GOT2P2 -53971 3220 1.05457
chr1 1.01E+08 rs3861736 ENST00000ENSG00000AC093157. -15354 4214 1.03937
chr1 20651728 rs639455 ENST00000ENSG00000PINK1-AS 464 4341 1.0454
chr1 2.34E+08 rs6680900 ENST00000ENSG00000AL355472.1 -21482 4998 1.04616
chr1 78628396 rs1333973 ENST00000ENSG00000IFI44L 8473 3802 0.979474
chr1 94915832 rs17112757ENST00000ENSG00000AC105942. -45494 4050 1.0474
chr1 1.86E+08 rs75856021ENST00000ENSG00000AL096803.1 -172427 3726 1.04638
chr1 39541605 rs1180351 ENST00000ENSG00000AL365277.1 -4324 3517 1.05437
chr1 3846325 rs4411083 ENST00000ENSG00000CEP104 -9190 6282 1.04865
chr1 33513363 rs1625735 ENST00000ENSG00000RBBP4 844255 2417 1.0366
chr1 58544750 rs11207253ENST00000ENSG00000OMA1 -38552 4449 1.02705
chr1 2.05E+08 rs12059162ENST00000ENSG00000KLHDC8A 8202 3773 1.02142
chr1 1.11E+08 rs3762374 ENST00000ENSG00000DRAM2 617 4773 1.05026
chr1 1.11E+08 rs10857855ENST00000ENSG00000DRAM2 59126 4786 1.04883
chr1 74202002 rs577367 ENST00000ENSG00000LRRIQ3 -3856 3516 1.03072
chr1 22364046 rs78219509ENST00000ENSG00000USP48 -659432 4271 1.04626
chr1 53895946 rs2268183 ENST00000ENSG00000YIPF1 -6167 4538 1.04927
chr1 2.31E+08 rs7550054 ENST00000ENSG00000TTC13 52574 4760 1.04888
chr1 44107828 rs662128 ENST00000ENSG00000ATP6V0B 132856 3370 1.04127
chr1 2.31E+08 rs502840 ENST00000ENSG00000GNPAT 4842 4713 1.04666
chr1 1.5E+08 rs14714922ENST00000ENSG00000HIST2H2BF 8521 1379 1.02824
chr1 2.08E+08 rs4844619 ENST00000ENSG00000CD46 35294 3668 1.05896
chr1 46277280 rs12146051ENST00000ENSG00000NSUN4 -63541 3327 1.04233
chr1 2.36E+08 rs3768064 ENST00000ENSG00000ARID4B -573848 4296 1.05483
chr1 36426894 rs61771053ENST00000ENSG00000OSCP1 -7602 2777 1.03542
chr1 1.22E+08 rs2222371 ENST00000ENSG00000FAM72B -361782 79 0.942953
chr1 2.47E+08 rs12058648ENST00000ENSG00000ZNF124 48661 5768 1.06295
chr1 1.69E+08 rs10919144ENST00000ENSG00000NME7 28759 5288 1.07008
chr1 817186 rs3094315 ENST00000ENSG00000LINC00115 10335 1649 1.05485
chr1 3904770 rs10797357ENST00000ENSG00000C1orf174 -4478 6298 1.03342
chr1 1.55E+08 rs11589479ENST00000ENSG00000ADAM15 2121 2369 0.98368
chr1 20653087 rs12410193ENST00000ENSG00000DDOST -4 4334 1.04508
chr1 78635077 rs273255 ENST00000ENSG00000IFI44L 14694 3801 1.04109
chr1 78628396 rs1333973 ENST00000ENSG00000IFI44L 7926 3801 1.06579
chr1 2.13E+08 rs2221593 ENST00000ENSG00000BATF3 -1335 3729 1.04161
chr1 1.49E+08 rs1747906 ENST00000ENSG00000PDE4DIP -3202 175 1.00789
chr1 86298418 rs2181419 ENST00000ENSG00000ODF2L 97864 4296 1.06641
chr1 62462878 rs998403 ENST00000ENSG00000DOCK7 32419 4310 1.0405
chr1 78394073 rs496442 ENST00000ENSG00000FUBP1 -447498 3715 1.08758
chr1 1.66E+08 rs2790049 ENST00000ENSG00000TMCO1 -5450 4787 1.06364
chr1 19847479 rs10917558ENST00000ENSG00000OTUD3 -59087 4877 1.03578
chr1 1.09E+08 rs61799430ENST00000ENSG00000SARS 27527 3350 1.03289
chr1 1.57E+08 rs61816272ENST00000ENSG00000HDGF -30603 3746 1.04076
chr1 43168248 rs1010627 ENST00000ENSG00000EBNA1BP2 4033 3623 1.05997
chr1 1.69E+08 rs4656658 ENST00000ENSG00000NME7 129055 5293 1.04069
chr1 74773137 rs12043726ENST00000ENSG00000TYW3 36947 3469 1.04498
chr1 1.72E+08 rs7516301 ENST00000ENSG00000PIGC 40962 3900 1.05326
chr1 44497209 rs12118877ENST00000ENSG00000B4GALT2 517190 3383 0.98674
chr1 86409134 rs4656066 ENST00000ENSG00000ODF2L -13158 4311 1.03604
chr1 91500888 rs13447455ENST00000ENSG00000CDC7 -12240 3941 1.054
chr1 83560867 rs61789370ENST00000ENSG00000TTLL7 438239 3670 1.04925
chr1 46314335 rs77526109ENST00000ENSG00000UQCRH 10636 3288 1.06939
chr1 1.55E+08 rs11264360ENST00000ENSG00000FDPS -4861 2495 1.05249
chr1 1.1E+08 rs2239892 ENST00000ENSG00000GSTM1 3807 3956 1.0187
chr1 2.02E+08 rs35004464ENST00000ENSG00000PTPRVP 6145 4127 1.05685
chr1 37627605 rs61776211ENST00000ENSG00000DNALI1 70651 3714 1.0352
chr1 43924720 rs9326136 ENST00000ENSG00000ST3GAL3 25131 3424 1.04442
chr1 1.11E+08 rs3762374 ENST00000ENSG00000DRAM2 593 4786 1.0454
chr1 2.33E+08 rs12725558ENST00000ENSG00000NTPCR 5102 5222 1.03789
chr1 2.26E+08 rs752307 ENST00000ENSG00000PARP1 7286 4244 1.04474
chr1 52389375 rs6672059 ENST00000ENSG00000CC2D1B -23220 3251 1.05817
chr1 1.55E+08 rs11264361ENST00000ENSG00000FDPS 1578 2502 1.04525
chr1 2.13E+08 rs3104213 ENST00000ENSG00000VASH2 11277 3694 1.05461
chr1 1.46E+08 rs1797052 ENST00000ENSG00000GPR89A 63296 246 1.00891
chr1 46628595 rs1258000 ENST00000ENSG00000FAAH 234223 3369 1.0509
chr1 63427723 rs6697508 ENST00000ENSG00000ALG6 -516 4296 1.06044
chr1 39751586 rs12239844ENST00000ENSG00000PPIE 12697 3590 1.05102
chr1 1.54E+08 rs11580122ENST00000ENSG00000CHTOP 6663 3651 1.04036
chr1 2.08E+08 rs2724384 ENST00000ENSG00000CD46 -10348 3693 1.04636
chr1 2.45E+08 rs576872 ENST00000ENSG00000EFCAB2 89475 5081 1.01603
chr1 6435139 rs11170998ENST00000ENSG00000RPL22 -234298 4634 1.06882
chr1 37690671 rs2306626 ENST00000ENSG00000C1orf109 1570 3781 1.04648
chr1 2.47E+08 rs12401878ENST00000ENSG00000AHCTF1 6836 6026 1.0653
chr1 16439071 rs12031735ENST00000ENSG00000NECAP2 -16451 3893 1.04797
chr1 74234228 rs518769 ENST00000ENSG00000FPGT 35987 3518 1.06033
chr1 30944611 rs12406355ENST00000ENSG00000PUM1 121114 4778 1.08222
chr1 75723803 rs1251078 ENST00000ENSG00000ACADM -889 4503 1.0612
chr1 1.8E+08 rs505789 ENST00000ENSG00000TOR1AIP1 43812 4478 1.07534
chr1 1.8E+08 rs553830 ENST00000ENSG00000TOR1AIP1 8155 4475 1.0796
chr1 1.69E+08 rs12080100ENST00000ENSG00000NME7 161614 5345 1.05919
chr1 1.8E+08 rs518774 ENST00000ENSG00000TOR1AIP1 4677 4478 1.03474
chr1 2.37E+08 rs2758994 ENST00000ENSG00000LGALS8 16481 5298 1.04435
chr1 1.83E+08 rs34335333ENST00000ENSG00000RNASEL -3662 3777 1.06178
chr1 1.6E+08 rs6427513 ENST00000ENSG00000COPA 19241 3871 1.04796
chr1 2.13E+08 rs4951477 ENST00000ENSG00000RPS6KC1 7979 3718 1.03439
chr1 1.51E+08 rs3843843 ENST00000ENSG00000CERS2 23503 2802 1.04098
chr1 2967987 rs2788090 ENST00000ENSG00000SMIM1 -805077 6194 1.0379
chr1 25235176 rs55794721ENST00000ENSG00000RSRP1 103013 3689 1.03294
chr1 25409878 rs11194136ENST00000ENSG00000AL031432.2 -142743 3666 1.07371
chr1 25361785 rs9689 ENST00000ENSG00000RSRP1 -93871 3645 1.08406
chr1 1.08E+08 rs862493 ENST00000ENSG00000SLC25A24 14986 4034 1.06177
chr1 1743238 rs11486028ENST00000ENSG00000AL031282.2 -5551 3356 1.0543
chr1 7702490 rs4908683 ENST00000ENSG00000AL359881.3 -7647 4074 1.05023
chr1 2347212 rs2173048 ENST00000ENSG00000AL513477.1 5607 3704 1.03981
chr1 28247845 rs479144 ENST00000ENSG00000AL353622.1 -6393 2736 1.07371
chr1 994185 rs14407186ENST00000ENSG00000AL645608.8 3865 1967 1.03764
chr1 2.45E+08 rs4658433 ENST00000ENSG00000AL356512.1 -6105 5081 1.06199
chr1 2.42E+08 rs12123331ENST00000ENSG00000AL591686.2 3350 5356 1.04047
chr1 1.6E+08 rs11587021ENST00000ENSG00000AL590560.2 -10829 4132 1.05921
chr1 2.23E+08 rs12138316ENST00000ENSG00000AL592148.3 -12029 3829 1.07019
chr1 1.48E+08 rs2153463 ENST00000ENSG00000ACP6 6493 1204 1.02507
chr1 1.22E+08 rs12060031ENST00000ENSG00000NBPF26 687745 242 0.996363
chr1 1879567 rs35386522ENST00000ENSG00000SLC35E2B -186840 3350 1.04594
chr1 1.46E+08 rs6424377 ENST00000ENSG00000LINC01719 -45969 298 1.0365
chr1 1.48E+08 rs1814653 ENST00000ENSG00000NBPF11 -133113 1005 1.03459
chr1 1.48E+08 rs12744461ENST00000ENSG00000ACP6 23584 1204 1.03841
chr1 1.5E+08 rs7542510 ENST00000ENSG00000MRPS21 12671 1954 1.03155
chr1 1756753 rs2281173 ENST00000ENSG00000SLC35E2B -64030 3350 1.04137
chr1 1734263 rs2281175 ENST00000ENSG00000SLC35E2B -41620 3350 1.0463
chr1 1.22E+08 rs12719823ENST00000ENSG00000NBPF26 703869 250 1.01934
chr1 1.86E+08 rs10494586ENST00000ENSG00000AL596220.1 -73651 3760 1.0526
chr1 1.46E+08 rs10797649ENST00000ENSG00000NBPF10 104901 337 1.03825
chr1 1.85E+08 rs12133877ENST00000ENSG00000AL356273.3 -113262 2962 1.05554
chr1 2.48E+08 rs6701018 ENST00000ENSG00000OR2L8 -11828 5066 1.03653
chr1 1.22E+08 rs12060031ENST00000ENSG00000278882 777728 437 1.02295
chr1 45517676 rs12749658ENST00000ENSG00000CCDC163 -17629 3199 1.04109
chr1 45548641 rs6673477 ENST00000ENSG00000CCDC163 -48563 3200 1.02425
chr1 45486899 rs1974271 ENST00000ENSG00000CCDC163 12953 3200 1.02243
chr1 1.52E+08 rs34428306ENST00000ENSG00000FLG-AS1 -153540 3878 1.04238
chr2 2.41E+08 rs55729724ENST00000ENSG00000PPP1R7 37593 4897 1.06441
chr2 37250100 rs11679617ENST00000ENSG00000CEBPZ -18388 5069 1.08891
chr2 2.41E+08 rs3771355 ENST00000ENSG00000MTERF4 -12434 5042 1.07016
chr2 3577209 rs9808287 ENST00000ENSG00000ALLC -80987 5431 1.02209
chr2 1.05E+08 rs7604397 ENST00000ENSG00000MRPS9 26124 4512 1.0459
chr2 97546740 rs11690658ENST00000ENSG00000ANKRD36B 43224 1927 1.01817
chr2 1.18E+08 rs17507637ENST00000ENSG00000DDX18 -3031 4121 1.0583
chr2 9819982 rs6432039 ENST00000ENSG00000TAF1B -23373 5277 1.0578
chr2 47349364 rs72808419ENST00000ENSG00000EPCAM -19785 4678 1.0622
chr2 86026385 rs12124 ENST00000ENSG00000POLR1A 79769 3679 1.05612
chr2 2.41E+08 rs2055568 ENST00000ENSG00000FARP2 97915 4175 1.03903
chr2 1.36E+08 rs13404551ENST00000ENSG00000MCM6 -88000 2990 1.05353
chr2 27637684 rs2178197 ENST00000ENSG00000GPN1 8687 2908 1.06835
chr2 2.3E+08 rs7604878 ENST00000ENSG00000FBXO36 -122020 5022 1.06968
chr2 1.27E+08 rs4150416 ENST00000ENSG00000ERCC3 5203 4845 1.06652
chr2 2.2E+08 rs6757700 ENST00000ENSG00000FEV -608711 3585 1.03825
chr2 1.12E+08 rs6761440 ENST00000ENSG00000RGPD8 232028 3433 1.05394
chr2 1.13E+08 rs72611930ENST00000ENSG00000FOXD4L1 -40315 3829 1.07165
chr2 9555777 rs12692386ENST00000ENSG00000ADAM17 10 4730 1.03677
chr2 1.96E+08 rs13003408ENST00000ENSG00000DNAH7 -112153 3464 1.06481
chr2 2.32E+08 rs28685161ENST00000ENSG00000LINC00471 257 4196 1.05411
chr2 32678481 rs11189662ENST00000ENSG00000TTC27 50418 3498 1.07474
chr2 88170344 rs6547758 ENST00000ENSG00000THNSL2 -1117 1558 1.06447
chr2 3511095 rs55980070ENST00000ENSG00000ADI1 8640 5510 1.04766
chr2 19915350 rs62109406ENST00000ENSG00000TTC32 -13365 4703 1.0712
chr2 88147918 rs6547752 ENST00000ENSG00000THNSL2 -22481 1558 1.06855
chr2 37926343 rs6738875 ENST00000ENSG00000RMDN2 1023 4955 1.06776
chr2 99124143 rs11692336ENST00000ENSG00000TSGA10 17428 3019 1.07399
chr2 87094919 rs17041053ENST00000ENSG00000PLGLB1 -73068 1545 1.03877
chr2 277003 rs79716074ENST00000ENSG00000SH3YL1 -12939 3485 1.04725
chr2 97824432 rs14687648ENST00000ENSG00000UNC50 -784148 2772 1.06915
chr2 87094919 rs17041053ENST00000ENSG00000PLGLB2 -653169 1707 1.03333
chr2 97549752 rs6750205 ENST00000ENSG00000ANKRD36B 39968 1923 1.05103
chr2 2.41E+08 rs1476698 ENST00000ENSG00000SEPT2 32817 4244 1.06226
chr2 2.41E+08 rs7597299 ENST00000ENSG00000FARP2 102361 4175 1.04757
chr2 1.87E+08 rs13006483ENST00000ENSG00000ITGAV 67942 3581 1.04694
chr2 88168415 rs4490185 ENST00000ENSG00000THNSL2 -1881 1558 1.03118
chr2 65439540 rs6752053 ENST00000ENSG00000AC007389. 2809 4290 1.06402
chr2 42345535 rs2041354 ENST00000ENSG00000COX7A2L 23474 5562 1.05534
chr2 37198486 rs2287093 ENST00000ENSG00000PRKD3 119407 5117 1.05357
chr2 25166290 rs7591899 ENST00000ENSG00000POMC 2399 2929 1.03595
chr2 3580793 rs2071639 ENST00000ENSG00000COLEC11 -14040 5487 1.04436
chr2 2.15E+08 rs717548 ENST00000ENSG00000SNORA70I -34767 4722 1.09066
chr2 2.01E+08 rs2136600 ENST00000ENSG00000PPIL3 11531 2973 1.05922
chr2 1.9E+08 rs12471217ENST00000ENSG00000ORMDL1 77026 3556 1.05566
chr2 98621329 rs11892744ENST00000ENSG00000UNC50 5122 2780 1.06795
chr2 75651385 rs11688959ENST00000ENSG00000MRPL19 4601 4925 1.07747
chr2 1.77E+08 rs10179735ENST00000ENSG00000AC019080. 60545 4312 1.0533
chr2 74123314 rs6731793 ENST00000ENSG00000AC073263. -11159 3050 1.05514
chr2 37925698 rs74753841ENST00000ENSG00000RMDN2 -24804 4947 1.02418
chr2 48595242 rs2140551 ENST00000ENSG00000STON1-GTF 65316 4970 1.03214
chr2 20624948 rs10191266ENST00000ENSG00000HS1BP3 26129 4369 1.0409
chr2 242793 rs62114506ENST00000ENSG00000SH3YL1 22016 3562 1.04785
chr2 3580793 rs2071639 ENST00000ENSG00000COLEC11 -24909 5469 1.03443
chr2 48598511 rs13388405ENST00000ENSG00000STON1 68339 4970 1.07499
chr2 24860441 rs7576788 ENST00000ENSG00000NCOA1 368382 3573 1.05546
chr2 61856249 rs7596948 ENST00000ENSG00000FAM161A -2107 3312 1.03543
chr2 37925698 rs74753841ENST00000ENSG00000RMDN2 -3062 4953 1.06468
chr2 1.01E+08 rs13007048ENST00000ENSG00000RPL31 16792 4580 1.05615
chr2 2.32E+08 rs3116226 ENST00000ENSG00000EIF4E2 -530069 4131 1.05439
chr2 2.27E+08 rs6750437 ENST00000ENSG00000MFF -50021 5068 1.02197
chr2 86026385 rs12124 ENST00000ENSG00000POLR1A 79769 3677 1.0488
chr2 87147583 rs13014634ENST00000ENSG00000PLGLB1 -125732 1545 1.02901
chr2 98412232 rs10514774ENST00000ENSG00000UNC50 -196348 2772 1.05254
chr2 1.31E+08 rs7592720 ENST00000ENSG00000MZT2A 6286 2439 1.04239
chr2 1.91E+08 rs2459611 ENST00000ENSG00000AC006460. -365746 3310 1.07001
chr2 1.96E+08 rs7606042 ENST00000ENSG00000SLC39A10 804786 3459 1.06829
chr2 226933 rs3791221 ENST00000ENSG00000ACP1 -37961 3706 1.07507
chr2 2.16E+08 rs12468952ENST00000ENSG00000ATIC 758950 4430 1.05574
chr2 2.41E+08 rs740314 ENST00000ENSG00000FARP2 44972 3901 1.05554
chr2 91747002 rs71422473ENST00000ENSG00000AC027612. 1983 47 0.921259
chr2 15395739 rs3805106 ENST00000ENSG00000AC007738. 2042 4389 1.02631
chr2 32834735 rs17012337ENST00000ENSG00000LINC00486 9291 4046 1.05537
chr2 1.35E+08 rs6736613 ENST00000ENSG00000MAP3K19 -295216 2870 1.04143
chr2 48595242 rs2140551 ENST00000ENSG00000ELOBP3 -185361 4914 1.05117
chr2 3580793 rs2071639 ENST00000ENSG00000COLEC11 -14362 5489 0.98852
chr2 2E+08 rs13008446ENST00000ENSG00000FTCDNL1 87395 2931 1.04168
chr2 1.14E+08 rs793063 ENST00000ENSG00000RPL23AP7 9739 3797 1.03757
chr2 61794198 rs7563252 ENST00000ENSG00000RPS24P7 -8946 3335 1.06117
chr2 3465692 rs4971514 ENST00000ENSG00000TRAPPC12 43808 5624 1.03904
chr2 2.16E+08 rs705652 ENST00000ENSG00000XRCC5 8925 4230 1.04721
chr2 24898299 rs11688665ENST00000ENSG00000TP53I3 -813789 3884 1.05548
chr2 74958729 rs12366 ENST00000ENSG00000AC104135. -33884 3794 1.04143
chr2 97549720 rs6750197 ENST00000ENSG00000ANKRD36B 40094 1950 1.05579
chr2 44165463 rs10193444ENST00000ENSG00000PPM1B -2507 4789 1.05735
chr2 2.15E+08 rs34732883ENST00000ENSG00000AC016708. -150746 4424 1.06539
chr2 38993834 rs4670903 ENST00000ENSG00000SOS1-IT1 22 4186 1.09255
chr2 97553660 rs13024129ENST00000ENSG00000ANKRD36 440163 1589 1.02692
chr2 1.7E+08 rs11139766ENST00000ENSG00000CCDC173 -31029 4867 1.04341
chr2 97547464 rs12993579ENST00000ENSG00000ANKRD36 334736 1656 1.05421
chr2 1.86E+08 rs58762332ENST00000ENSG00000AC007966. 115531 3490 1.04419
chr2 2.08E+08 rs11481433ENST00000ENSG00000PIKFYVE -393104 4264 1.06198
chr2 1.13E+08 rs7589901 ENST00000ENSG00000PAX8-AS1 230 3737 1.04592
chr2 74145551 rs828888 ENST00000ENSG00000BOLA3-AS1 -2489 3050 1.06104
chr2 32836639 rs59048519ENST00000ENSG00000LINC00486 -4376 4082 1.04171
chr2 99190798 rs6542871 ENST00000ENSG00000AC079447. 49312 3047 1.03888
chr2 1.85E+08 rs10202317ENST00000ENSG00000FSIP2 -267578 3481 1.04614
chr2 1.9E+08 rs5742933 ENST00000ENSG00000PMS1 46 3544 1.05103
chr2 747262 rs12618059ENST00000ENSG00000AC116609. 4773 5225 1.05178
chr2 50817775 rs12233045ENST00000ENSG00000AC007560. 11902 5190 1.05766
chr2 61154393 rs2592494 ENST00000ENSG00000C2orf74 9324 3341 1.04132
chr2 87087931 rs7573463 ENST00000ENSG00000AC093616. -613054 1630 1.05915
chr2 1.89E+08 rs55881040ENST00000ENSG00000WDR75 -418647 3286 1.08217
chr2 1.12E+08 rs2948019 ENST00000ENSG00000ANAPC1 113320 2840 1.05423
chr2 1.56E+08 rs6725811 ENST00000ENSG00000LINC01876 -251669 3295 1.06186
chr2 2.11E+08 rs11887861ENST00000ENSG00000RPE 681340 3947 1.06134
chr2 2.19E+08 rs75450661ENST00000ENSG00000RETREG2 19634 3674 1.06073
chr2 674963 rs12990777ENST00000ENSG00000TMEM18 2442 5041 1.06703
chr2 1.05E+08 rs13393468ENST00000ENSG00000LINC01159 -8298 4127 1.06909
chr2 1.27E+08 rs4662721 ENST00000ENSG00000AC068282. -44289 4877 1.05095
chr2 2.19E+08 rs13022721ENST00000ENSG00000BCS1L 2074 3332 1.06854
chr2 1.13E+08 rs7421852 ENST00000ENSG00000PAX8-AS1 -2844 3737 1.0487
chr2 2.15E+08 rs34732883ENST00000ENSG00000AC072062. -212352 4461 1.0343
chr2 1.32E+08 rs12464324ENST00000ENSG00000AC073869. 30859 2452 1.08437
chr2 3563566 rs11684290ENST00000ENSG00000RNASEH1-A 5073 5485 1.04654
chr2 1.3E+08 rs9751751 ENST00000ENSG00000SMPD4 -7389 2946 1.05704
chr2 2.38E+08 rs13024836ENST00000ENSG00000SCLY 8520 5223 1.05514
chr2 1.18E+08 rs2421966 ENST00000ENSG00000AC092170. -459587 4270 1.05456
chr2 37925698 rs74753841ENST00000ENSG00000RMDN2 350 4955 1.05735
chr2 2.13E+08 rs11688826ENST00000ENSG00000SPAG16 -10682 4402 1.06139
chr2 32836639 rs59048519ENST00000ENSG00000AL121656.1 -90489 4374 1.04771
chr2 66187965 rs75031823ENST00000ENSG00000SPRED2 -755329 4372 1.04629
chr2 1.07E+08 rs9308902 ENST00000ENSG00000EEF1A1P12 -105278 4592 1.03768
chr2 2.24E+08 rs11902103ENST00000ENSG00000AP1S3 61880 4605 1.06568
chr2 1.32E+08 rs34295369ENST00000ENSG00000MZT2A -38894 2421 1.06708
chr2 1.9E+08 rs2289226 ENST00000ENSG00000PMS1 -123011 3544 1.09363
chr2 1.7E+08 rs76410583ENST00000ENSG00000CCDC173 46530 4858 1.06856
chr2 1.56E+08 rs6725811 ENST00000ENSG00000LINC01876 -251632 3307 1.06588
chr2 1.11E+08 rs13430683ENST00000ENSG00000LINC01106 -263099 1997 1.07639
chr2 39338917 rs72801452ENST00000ENSG00000AC007388. -98500 4188 1.07445
chr2 73609879 rs62149804ENST00000ENSG00000ALMS1P1 -35041 2649 1.0507
chr2 1.13E+08 rs7589901 ENST00000ENSG00000PAX8-AS1 236 3737 1.06212
chr2 64232363 rs60041537ENST00000ENSG00000AC012368. 3894 3505 1.04739
chr2 97658891 rs11692435ENST00000ENSG00000ACTR1B 5024 1978 1.05941
chr2 3487556 rs9309712 ENST00000ENSG00000TRAPPC12 9840 5562 1.05663
chr2 87078688 rs2944258 ENST00000ENSG00000AC125232. -25620 1556 1.05446
chr2 1.6E+08 rs5026100 ENST00000ENSG00000AC009961. 6632 4656 1.07684
chr2 3478951 rs13003061ENST00000ENSG00000TRAPPC12- 3457 5548 1.04829
chr2 1.19E+08 rs9677489 ENST00000ENSG00000STEAP3-AS -126012 3695 1.05144
chr2 1.51E+08 rs56898485ENST00000ENSG00000RIF1 -13509 4013 1.04877
chr2 2.05E+08 rs57360011ENST00000ENSG00000NDUFS1 671706 3929 1.07266
chr2 85596961 rs2232748 ENST00000ENSG00000RNF181 1143 3926 1.0754
chr2 1.07E+08 rs72830023ENST00000ENSG00000PPP1R2P5 -58279 4193 1.02604
chr2 1.51E+08 rs4468813 ENST00000ENSG00000RIF1 -9674 4028 1.06542
chr2 71387313 rs6717013 ENST00000ENSG00000ZNF638 -43871 4586 1.05109
chr2 1.27E+08 rs2404531 ENST00000ENSG00000ERCC3 77779 4909 1.04768
chr2 1.62E+08 rs35292746ENST00000ENSG00000SLC4A10 249383 2847 1.0352
chr2 2.2E+08 rs3183099 ENST00000ENSG00000OBSL1 2705 4212 1.03691
chr2 99086999 rs10167390ENST00000ENSG00000TSGA10 54421 3033 1.04291
chr2 1.7E+08 rs4668151 ENST00000ENSG00000PPIG 62281 4816 1.05667
chr2 96404141 rs584811 ENST00000ENSG00000FAHD2A 998866 754 1.03288
chr2 99109112 rs6733285 ENST00000ENSG00000TSGA10 32036 3041 1.04893
chr2 61147928 rs2592496 ENST00000ENSG00000C2orf74 2819 3341 1.05381
chr2 87078688 rs2944258 ENST00000ENSG00000PLGLB2 -672540 1707 1.03212
chr2 2.18E+08 rs13430006ENST00000ENSG00000ARPC2 30910 3669 1.0624
chr2 1.18E+08 rs17047898ENST00000ENSG00000CCDC93 -298929 4264 1.05861
chr2 86892988 rs55954660ENST00000ENSG00000PLGLB1 124996 1546 1.03296
chr2 1.51E+08 rs16830086ENST00000ENSG00000RIF1 -23474 4022 1.07391
chr2 1.13E+08 rs72611930ENST00000ENSG00000CBWD2 -23168 3830 1.04527
chr2 42320094 rs2053347 ENST00000ENSG00000COX7A2L 41054 5554 1.05084
chr2 2.41E+08 rs2055568 ENST00000ENSG00000FARP2 -33990 3731 1.04879
chr2 1.9E+08 rs4940 ENST00000ENSG00000INPP1 -1868 3355 1.0552
chr2 61162474 rs17006627ENST00000ENSG00000AHSA2 -16195 3337 1.05571
chr2 74338059 rs2098128 ENST00000ENSG00000INO80B -117050 3509 1.08139
chr2 280819 rs7605824 ENST00000ENSG00000SH3YL1 -49661 3492 1.07433
chr2 75708488 rs2158814 ENST00000ENSG00000GCFC2 2117 4960 1.04315
chr2 2.2E+08 rs3770237 ENST00000ENSG00000OBSL1 20016 4186 1.05811
chr2 43925041 rs4952694 ENST00000ENSG00000LRPPRC -25471 4747 1.02375
chr2 45935728 rs6752618 ENST00000ENSG00000RHOQ -608040 5331 1.06819
chr2 2.33E+08 rs2305542 ENST00000ENSG00000DGKD 11131 4965 1.05243
chr2 88168415 rs4490185 ENST00000ENSG00000THNSL2 -4859 1557 1.03759
chr2 88153221 rs7582011 ENST00000ENSG00000THNSL2 -25730 1556 1.0566
chr2 3577209 rs9808287 ENST00000ENSG00000ALLC -117413 5405 1.03068
chr2 2.08E+08 rs34346741ENST00000ENSG00000METTL21A -56919 4120 1.0605
chr2 2.18E+08 rs35271699ENST00000ENSG00000ARPC2 17417 3669 1.04086
chr2 1759827 rs2382563 ENST00000ENSG00000PXDN -83321 5794 1.04706
chr2 87087931 rs7573463 ENST00000ENSG00000PLGLB1 -69224 1545 1.03606
chr2 1.48E+08 rs78810111ENST00000ENSG00000ORC4 369292 2989 1.05034
chr2 1.13E+08 rs72611930ENST00000ENSG00000CBWD2 -10235 3822 1.08291
chr2 46578769 rs35625984ENST00000ENSG00000PIGF 9852 5301 1.06043
chr2 2.1E+08 rs2663658 ENST00000ENSG00000MAP2 2809 3853 1.06621
chr2 1.51E+08 rs16830090ENST00000ENSG00000RIF1 -9009 4025 1.04621
chr2 50016513 rs10196157ENST00000ENSG00000NRXN1 31 5238 1.04128
chr2 61136061 rs2698194 ENST00000ENSG00000C2orf74 -26131 3340 1.05366
chr2 99125501 rs1133978 ENST00000ENSG00000TSGA10 1666 3053 1.05677
chr2 2.18E+08 rs10171839ENST00000ENSG00000ARPC2 -30557 3669 1.05084
chr2 61161220 rs1177303 ENST00000ENSG00000C2orf74 16089 3341 1.03669
chr2 27360406 rs6716894 ENST00000ENSG00000FNDC4 134755 2924 1.04588
chr2 1.61E+08 rs10170291ENST00000ENSG00000PSMD14 -94172 2944 1.05243
chr2 2E+08 rs281767 ENST00000ENSG00000TYW5 -3057 2875 1.07759
chr2 61183211 rs777584 ENST00000ENSG00000AHSA2 1872 3339 1.06763
chr2 9424994 rs12328049ENST00000ENSG00000IAH1 -50681 4702 1.04033
chr2 95235517 rs11686534ENST00000ENSG00000ZNF514 -79827 607 1.0322
chr2 1.13E+08 rs2241804 ENST00000ENSG00000POLR1B 30 3485 1.055
chr2 2.41E+08 rs2067987 ENST00000ENSG00000MTERF4 7161 5097 1.03937
chr2 73752355 rs35791379ENST00000ENSG00000TPRKB -15016 2719 1.05967
chr2 46540553 rs60604300ENST00000ENSG00000ATP6V1E2 1448 5338 1.06108
chr2 48595242 rs2140551 ENST00000ENSG00000GTF2A1L -74556 4914 1.01877
chr2 1.13E+08 rs7563094 ENST00000ENSG00000PAX8-AS1 -19017 3739 1.07555
chr2 1.48E+08 rs7587464 ENST00000ENSG00000ORC4 -160274 2985 1.04105
chr2 74120449 rs1667619 ENST00000ENSG00000FNBP1P1 -232 3053 1.04202
chr2 1.13E+08 rs4849181 ENST00000ENSG00000PAX8-AS1 -1144 3737 1.06631
chr2 2.18E+08 rs56344368ENST00000ENSG00000AC021016. 40706 3666 1.03635
chr2 2.42E+08 rs62192199ENST00000ENSG00000LINC01238 -8837 2178 1.04807
chr2 2.23E+08 rs3768973 ENST00000ENSG00000AC097461. -1965 4180 1.04161
chr2 2.15E+08 rs34732883ENST00000ENSG00000AC072062. -212914 4462 1.05557
chr2 97661341 rs873886 ENST00000ENSG00000C2orf92 -33116 2002 1.03971
chr2 75622547 rs11690601ENST00000ENSG00000AC005034. -75037 4992 1.04856
chr2 75675254 rs34081022ENST00000ENSG00000AC005034. 14791 4953 1.04846
chr2 744370 rs11127502ENST00000ENSG00000LINC01115 -4207 5210 1.04029
chr2 10844276 rs34413173ENST00000ENSG00000LINC01954 -33994 5475 1.04094
chr2 1.9E+08 rs6741074 ENST00000ENSG00000AC013468. 31940 3559 1.0642
chr2 1.31E+08 rs11221495ENST00000ENSG00000AC073869. -11606 2404 1.05164
chr2 95214257 rs17119148ENST00000ENSG00000AC092835. -17805 659 0.992923
chr2 24167648 rs2288072 ENST00000ENSG00000AC008073. 43281 3860 1.06601
chr2 24175577 rs2042468 ENST00000ENSG00000FAM228B 11320 3860 1.06663
chr2 1.13E+08 rs7589901 ENST00000ENSG00000274877 -1829 3737 1.07863
chr2 2.38E+08 rs510902 ENST00000ENSG00000AC016999. -35767 5376 1.02687
chr2 74128895 rs12619982ENST00000ENSG00000AC073263. -1689 3059 1.03681
chr2 1.13E+08 rs1139015 ENST00000ENSG00000PAX8-AS1 -19838 3733 1.04832
chr2 871501 rs4263142 ENST00000ENSG00000LINC01115 -3076 5319 1.05293
chr2 88725018 rs6547789 ENST00000ENSG00000ANKRD36B -40851 1526 1.01473
chr2 1.13E+08 rs10206269ENST00000ENSG00000PAX8-AS1 -2730 3737 1.05569
chr2 672080 rs73153249ENST00000ENSG00000AC092159.4 -15720 5081 1.05823
chr2 99601618 rs4851214 ENST00000ENSG00000281739 21 3798 1.06074
chr2 2.41E+08 rs2018761 ENST00000ENSG00000FARP2 137643 4175 1.05264
chr2 2.15E+08 rs717548 ENST00000ENSG00000AC072062. -216877 4470 1.02191
chr2 65438130 rs4671128 ENST00000ENSG00000AC007389. -185143 4235 1.02645
chr3 1.25E+08 rs13061561ENST00000ENSG00000UMPS 8058 4568 1.06455
chr3 1.84E+08 rs13073298ENST00000ENSG00000KLHL24 198742 4375 1.04619
chr3 14670966 rs1901 ENST00000ENSG00000C3orf20 -4134 4413 1.06941
chr3 1.59E+08 rs6785523 ENST00000ENSG00000GFM1 -25157 4206 1.07247
chr3 1.95E+08 rs789863 ENST00000ENSG00000LSG1 -10225 5370 1.02713
chr3 50027841 rs35375092ENST00000ENSG00000AMT -605089 1728 1.03523
chr3 19946945 rs11128927ENST00000ENSG00000EFHB -12766 4151 1.02609
chr3 1.71E+08 rs3821747 ENST00000ENSG00000RPL22L1 2654 3717 1.04598
chr3 44794081 rs1463950 ENST00000ENSG00000KIAA1143 -32420 3521 1.06703
chr3 39407646 rs1803893 ENST00000ENSG00000RPSA 956 4329 1.04848
chr3 41910223 rs13088394ENST00000ENSG00000ULK4 52206 3906 1.05125
chr3 1.23E+08 rs7625925 ENST00000ENSG00000SEC22A 48581 4118 1.05882
chr3 1.84E+08 rs9863539 ENST00000ENSG00000PARL -11578 4352 1.05398
chr3 1.01E+08 rs9859077 ENST00000ENSG00000SENP7 95682 4137 1.03206
chr3 94061265 rs61739170ENST00000ENSG00000STX19 -32656 1721 1.02558
chr3 44953815 rs7633765 ENST00000ENSG00000ZNF660 368850 3329 1.04786
chr3 1.38E+08 rs61108201ENST00000ENSG00000DZIP1L -56 3242 1.04252
chr3 53859813 rs3821869 ENST00000ENSG00000ACTR8 22388 3930 1.07722
chr3 66275878 rs782728 ENST00000ENSG00000SLC25A26 54865 4776 1.04351
chr3 1.33E+08 rs11716873ENST00000ENSG00000NPHP3 -496 5081 1.05578
chr3 44966183 rs1401929 ENST00000ENSG00000ZDHHC3 -20988 3503 1.05543
chr3 16145044 rs13067210ENST00000ENSG00000GALNT15 -29606 4448 1.05867
chr3 42212598 rs8528 ENST00000ENSG00000TRAK1 52428 4382 1.04989
chr3 44709318 rs13066574ENST00000ENSG00000ZKSCAN7 154114 3268 1.06402
chr3 19946945 rs11128927ENST00000ENSG00000EFHB 63 4151 1.05536
chr3 1E+08 rs3772697 ENST00000ENSG00000TBC1D23 35320 3874 1.06829
chr3 1.29E+08 rs4128191 ENST00000ENSG00000IFT122 -15892 3619 1.07901
chr3 1.94E+08 rs2935303 ENST00000ENSG00000OPA1 83561 4845 1.03322
chr3 1.94E+08 rs885053 ENST00000ENSG00000OPA1 91074 4845 1.04976
chr3 1.42E+08 rs13075471ENST00000ENSG00000RNU1-100P -52449 3981 1.05178
chr3 16266428 rs2672562 ENST00000ENSG00000DPH3 -1460 4386 1.05432
chr3 14666486 rs2033446 ENST00000ENSG00000CCDC174 14721 4450 1.02168
chr3 19946945 rs11128927ENST00000ENSG00000EFHB -12722 4151 1.0631
chr3 1.01E+08 rs62280667ENST00000ENSG00000SENP7 147423 4137 1.04672
chr3 1.98E+08 rs78664998ENST00000ENSG00000AC132008. -13773 3230 1.03656
chr3 52686064 rs1108842 ENST00000ENSG00000GNL3 47 2883 1.07736
chr3 9452813 rs75387294ENST00000ENSG00000CRELD1 -481010 4357 1.05457
chr3 88078300 rs75391019ENST00000ENSG00000CGGBP1 -20992 4869 1.06394
chr3 79567636 rs66929548ENST00000ENSG00000216116 17047 3524 1.0426
chr3 11608376 rs12633591ENST00000ENSG00000VGLL4 -3796 4342 1.0405
chr3 1.98E+08 rs4857534 ENST00000ENSG00000AC132008. 12403 3163 1.0753
chr3 6484503 rs4686063 ENST00000ENSG00000AC069277. -6301 6124 1.05886
chr3 41909040 rs14267717ENST00000ENSG00000ULK4 53089 4394 1.04705
chr3 9388275 rs2728928 ENST00000ENSG00000THUMPD3 17041 4622 1.04091
chr3 1.88E+08 rs12490095ENST00000ENSG00000LPP 177574 4336 1.02528
chr3 9361477 rs62246267ENST00000ENSG00000THUMPD3 -1495 4626 1.03113
chr3 11844341 rs303854 ENST00000ENSG00000TAMM41 2543 4276 1.03332
chr3 1.94E+08 rs6793945 ENST00000ENSG00000AC048351. -110688 4831 1.04325
chr3 48307824 rs77044321ENST00000ENSG00000NME6 -6467 1480 1.0553
chr3 56563442 rs6792321 ENST00000ENSG00000CCDC66 6222 4238 1.05581
chr3 1.84E+08 rs263029 ENST00000ENSG00000YEATS2-AS1 1888 4362 1.05155
chr3 1.96E+08 rs11925423ENST00000ENSG00000SDHAP1 -39827 4315 1.05206
chr3 48291852 rs7648720 ENST00000ENSG00000ZNF589 50751 1474 1.03691
chr3 63829650 rs73120888ENST00000ENSG00000AC104162. -24558 4583 1.05849
chr3 48694528 rs72929172ENST00000ENSG00000IP6K2 22749 1619 1.03196
chr3 6483835 rs73012941ENST00000ENSG00000AC069277. -210889 6174 1.04664
chr3 6483835 rs73012941ENST00000ENSG00000AC069277. -6645 6125 1.0294
chr3 40457691 rs2276870 ENST00000ENSG00000RPL14 327 3531 1.05995
chr3 1.96E+08 rs2448519 ENST00000ENSG00000SDHAP1 1307 4280 1.04258
chr3 39403412 rs4557097 ENST00000ENSG00000AC104850. -64534 4343 1.03192
chr3 1.9E+08 rs4686529 ENST00000ENSG00000MTAPP2 190033 5200 1.06282
chr3 42881205 rs6771233 ENST00000ENSG00000HNRNPA1P -8157 3569 1.04218
chr3 63829650 rs73120888ENST00000ENSG00000AC104162. -24558 4558 1.03587
chr3 49155648 rs4536858 ENST00000ENSG00000CCDC36 -43240 1814 1.04311
chr3 48365972 rs4558783 ENST00000ENSG00000MAP4 -277149 1500 1.01433
chr3 10259616 rs2241312 ENST00000ENSG00000GHRLOS -26139 4207 1.06685
chr3 19946945 rs11128927ENST00000ENSG00000HSPA8P18 -3636 4172 1.06775
chr3 1.96E+08 rs863582 ENST00000ENSG00000SDHAP1 238434 4314 1.0498
chr3 1.84E+08 rs62287474ENST00000ENSG00000AP2M1 25488 4310 1.03033
chr3 39429484 rs66979744ENST00000ENSG00000RPSA 22748 4329 1.06236
chr3 35361554 rs74281481ENST00000ENSG00000ARPP21 -279411 4335 1.07831
chr3 1.96E+08 rs3827561 ENST00000ENSG00000LINC00969 289308 4740 1.03222
chr3 1.96E+08 rs79201837ENST00000ENSG00000MUC20 -152531 4679 1.04671
chr3 1.72E+08 rs11916748ENST00000ENSG00000PLD1 -140697 4172 1.02853
chr3 1.37E+08 rs9834250 ENST00000ENSG00000SLC35G2 24037 3153 1.06744
chr3 4368850 rs11915920ENST00000ENSG00000SUMF1 98410 6140 1.058
chr3 8771970 rs3755786 ENST00000ENSG00000SRGAP3-AS -484790 4638 1.02875
chr3 1.57E+08 rs9682174 ENST00000ENSG00000PQLC2L -48647 4211 1.08177
chr3 4368850 rs11915920ENST00000ENSG00000PNPT1P1 -384556 5912 1.05086
chr3 196638 rs76556748ENST00000ENSG00000CHL1-AS2 220 3195 1.06161
chr3 1.12E+08 rs58468971ENST00000ENSG00000TMPRSS7 -25127 4278 1.05694
chr3 1.96E+08 rs3103934 ENST00000ENSG00000LINC00969 92151 4740 1.03892
chr3 1.98E+08 rs60794747ENST00000ENSG00000AC132008. -6256 3230 1.0591
chr3 6501912 rs73014848ENST00000ENSG00000AC069277. -190408 6174 1.03511
chr3 48331853 rs13061269ENST00000ENSG00000ZNF589 75265 1474 1.03207
chr3 1.88E+08 rs9877579 ENST00000ENSG00000LPP 186985 4336 1.04164
chr3 33869924 rs11129565ENST00000ENSG00000PDCD6IP 71352 3731 1.05287
chr3 11808333 rs9876026 ENST00000ENSG00000TAMM41 38547 4258 1.03494
chr3 48205189 rs11720622ENST00000ENSG00000ZNF589 -35967 1474 1.04776
chr3 53077688 rs1864367 ENST00000ENSG00000SERBP1P3 -12598 3211 1.038
chr3 1.95E+08 rs80006830ENST00000ENSG00000LSG1 -31455 5364 1.03938
chr3 1.12E+08 rs3749311 ENST00000ENSG00000TMPRSS7 -31235 4286 1.04977
chr3 1.38E+08 rs1199333 ENST00000ENSG00000MRAS 23712 3236 1.05957
chr3 45031091 rs939309 ENST00000ENSG00000EXOSC7 55849 3540 1.06921
chr3 1.13E+08 rs808949 ENST00000ENSG00000CFAP44 31207 3765 1.0544
chr3 1.84E+08 rs6802446 ENST00000ENSG00000KLHL24 51276 4375 1.04585
chr3 1.36E+08 rs13081352ENST00000ENSG00000NCK1-AS1 639462 3195 1.05853
chr3 64011815 rs2280162 ENST00000ENSG00000PSMD6 1472 4844 1.06765
chr3 1.59E+08 rs41272625ENST00000ENSG00000MFSD1 58 4029 1.07608
chr3 15270769 rs1287469 ENST00000ENSG00000SH3BP5 70467 4553 1.0488
chr3 1.93E+08 rs13084047ENST00000ENSG00000FGF12 50595 4551 1.0652
chr3 1.95E+08 rs36081220ENST00000ENSG00000LSG1 -29650 5350 1.0565
chr3 1.29E+08 rs9813845 ENST00000ENSG00000POU5F1P6 -3776 3729 1.06141
chr3 1.19E+08 rs6784208 ENST00000ENSG00000B4GALT4 28335 4311 1.03961
chr3 1.84E+08 rs6770775 ENST00000ENSG00000KLHL24 -8828 4375 1.06177
chr3 1.5E+08 rs6768054 ENST00000ENSG00000RNF13 48753 4138 1.03342
chr3 44561128 rs9853483 ENST00000ENSG00000ZNF660 -23835 3329 1.04171
chr3 1.7E+08 rs6806925 ENST00000ENSG00000AC008040. 64341 3610 1.09305
chr3 1.12E+08 rs9813993 ENST00000ENSG00000TAGLN3 11910 4254 1.0427
chr3 56545510 rs6791987 ENST00000ENSG00000CCDC66 -12198 4237 1.03989
chr3 4304577 rs55927134ENST00000ENSG00000SUMF1 -503703 6229 1.02621
chr3 1.51E+08 rs9876621 ENST00000ENSG00000ERICH6-AS1 3556 3746 1.06813
chr3 1.33E+08 rs747328 ENST00000ENSG00000NPHP3 -3111 5001 1.05738
chr3 42882284 rs6774801 ENST00000ENSG00000AC099329. 72811 3714 1.05171
chr3 1.34E+08 rs76313507ENST00000ENSG00000RYK -34540 4325 1.05423
chr3 1.25E+08 rs2981486 ENST00000ENSG00000SLC12A8 107569 4983 1.01494
chr3 56492816 rs11168585ENST00000ENSG00000CCDC66 -70701 4230 1.04743
chr3 1.5E+08 rs7648956 ENST00000ENSG00000WWTR1 6577 4357 1.0398
chr3 52532666 rs7636227 ENST00000ENSG00000GNL3 -153506 2883 1.04266
chr3 19946945 rs11128927ENST00000ENSG00000EFHB 79 4176 1.05477
chr3 1.33E+08 rs72628561ENST00000ENSG00000NPHP3 -22158 5082 1.05358
chr3 39407646 rs1803893 ENST00000ENSG00000RPSA 927 4329 1.0673
chr3 1.34E+08 rs79175874ENST00000ENSG00000TFP1 -25236 4471 1.04926
chr3 1.2E+08 rs11711386ENST00000ENSG00000MAATS1 -23586 4077 1.05726
chr3 20004209 rs2948102 ENST00000ENSG00000RAB5A 56798 4175 1.06361
chr3 51772506 rs937406 ENST00000ENSG00000ACY1 -210938 2265 1.04982
chr3 39405803 rs4676494 ENST00000ENSG00000RPSA -914 4329 1.07188
chr3 1.59E+08 rs6781342 ENST00000ENSG00000GFM1 1041 4203 1.07098
chr3 75422738 rs3763578 ENST00000ENSG00000FAM86DP 12307 2946 1.05799
chr3 1E+08 rs2289505 ENST00000ENSG00000NIT2 11227 3758 1.07694
chr3 1.87E+08 rs3917117 ENST00000ENSG00000RFC4 -3262 4635 1.06025
chr3 1.84E+08 rs35808745ENST00000ENSG00000KLHL24 47568 4375 1.05053
chr3 33387790 rs13087731ENST00000ENSG00000FBXL2 110367 3988 1.07682
chr3 11808893 rs6442289 ENST00000ENSG00000TAMM41 2665 4258 1.05005
chr3 1.69E+08 rs4955622 ENST00000ENSG00000EGFEM1P 32185 3615 1.04697
chr3 37878271 rs78192244ENST00000ENSG00000CTDSPL -66444 3209 1.03892
chr3 42545212 rs6799021 ENST00000ENSG00000SEC22C 19202 3887 1.06841
chr3 47491930 rs11130132ENST00000ENSG00000SCAP -62905 2386 1.08614
chr3 16266428 rs2672562 ENST00000ENSG00000DPH3 -1457 4386 1.0492
chr3 1.02E+08 rs13100262ENST00000ENSG00000PDCL3P4 -17215 3949 1.04124
chr3 52522874 rs4434138 ENST00000ENSG00000NT5DC2 9639 2672 1.06103
chr3 9362966 rs73126664ENST00000ENSG00000SRGAP3 86 4697 1.04377
chr3 1.33E+08 rs72628561ENST00000ENSG00000NPHP3 327 5082 1.06495
chr3 1.84E+08 rs12631031ENST00000ENSG00000PSMD2 -444049 4307 1.07375
chr3 9362966 rs73126664ENST00000ENSG00000AC026191. 62 4637 1.05077
chr3 75754116 rs6778366 ENST00000ENSG00000LINC00960 79702 2972 1.06746
chr3 1.84E+08 rs34667300ENST00000ENSG00000KLHL24 -4132 4375 1.06087
chr3 1.33E+08 rs1058331 ENST00000ENSG00000NPHP3 7855 5082 1.04925
chr3 49517295 rs79828036ENST00000ENSG00000MST1 168103 1945 1.04959
chr3 1.24E+08 rs58573501ENST00000ENSG00000PARP14 967898 4353 1.02282
chr3 1.29E+08 rs9813845 ENST00000ENSG00000RPN1 -29252 3691 1.06624
chr3 1.54E+08 rs2666192 ENST00000ENSG00000DHX36 38276 4244 1.05542
chr3 1.29E+08 rs9813845 ENST00000ENSG00000RPN1 294 3661 1.04953
chr3 1.09E+08 rs2966564 ENST00000ENSG00000DZIP3 29009 4113 1.05991
chr3 1.96E+08 rs3827561 ENST00000ENSG00000MUC20 221204 4678 1.03057
chr3 19946945 rs11128927ENST00000ENSG00000EFHB -12732 4151 1.06515
chr3 51965447 rs323877 ENST00000ENSG00000PCBP4 -2192 2242 1.02847
chr3 1.4E+08 rs11921063ENST00000ENSG00000COPB2 -246168 3658 1.06473
chr3 98526844 rs73144159ENST00000ENSG00000CLDND1 -4331 5042 1.05309
chr3 1.33E+08 rs55767117ENST00000ENSG00000TOPBP1 717849 4374 1.0305
chr3 1.26E+08 rs4094387 ENST00000ENSG00000ROPN1B -13019 4982 1.07382
chr3 1.3E+08 rs56279301ENST00000ENSG00000COL6A4P2 -82920 3519 1.07593
chr3 1.41E+08 rs2292402 ENST00000ENSG00000PXYLP1 2328 4282 1.0696
chr3 1.29E+08 rs12631122ENST00000ENSG00000IFT122 -87517 3574 1.09251
chr3 1.3E+08 rs4337672 ENST00000ENSG00000COL6A4P2 -93167 3520 1.071
chr3 98506816 rs3762660 ENST00000ENSG00000CLDND1 16105 5024 1.04713
chr3 1.29E+08 rs28438686ENST00000ENSG00000IFT122 -53121 3569 1.06605
chr3 1.33E+08 rs6809255 ENST00000ENSG00000TMEM108 -10578 4616 1.03482
chr3 1.41E+08 rs72982520ENST00000ENSG00000PXYLP1 34964 4282 1.06078
chr3 1.33E+08 rs6794496 ENST00000ENSG00000NPHP3 1928 5081 0.992772
chr3 1.41E+08 rs77240920ENST00000ENSG00000PXYLP1 -505936 4282 1.01646
chr3 1.26E+08 rs4679244 ENST00000ENSG00000ZXDC 1722 5079 1.06702
chr3 1.41E+08 rs2292401 ENST00000ENSG00000PXYLP1 2520 4282 1.034
chr3 9397062 rs2596912 ENST00000ENSG00000THUMPD3- 1516 4602 1.03738
chr3 1.34E+08 rs1498731 ENST00000ENSG00000AC010207. -105 4325 1.05839
chr3 1.96E+08 rs7610260 ENST00000ENSG00000AC124944. -2961 4351 1.05142
chr3 1.96E+08 rs2688497 ENST00000ENSG00000LINC00969 65463 4686 1.0672
chr3 1.96E+08 rs2641733 ENST00000ENSG00000LINC00969 50217 4692 1.05249
chr3 33870143 rs9842580 ENST00000ENSG00000AC112220.4 -73194 3731 1.06619
chr3 33860587 rs9838046 ENST00000ENSG00000AC112220. -66443 3727 1.07648
chr3 33839941 rs9842672 ENST00000ENSG00000AC112220. -42261 3732 1.06596
chr3 1.22E+08 rs14395546ENST00000ENSG00000AC083798. -15659 4438 1.08563
chr3 1.37E+08 rs835647 ENST00000ENSG00000AC096992. -111217 3184 1.06453
chr3 1.85E+08 rs4686686 ENST00000ENSG00000AC107294. -8229 3903 1.03119
chr3 1.23E+08 rs2288677 ENST00000ENSG00000LINC02035 -7498 4253 1.08234
chr3 14478377 rs2241781 ENST00000ENSG00000SLC6A6 75800 4769 1.05864
chr3 1.26E+08 rs7633958 ENST00000ENSG00000ALG1L -87941 4979 1.08203
chr3 1.26E+08 rs12491577ENST00000ENSG00000SLC41A3 71818 4947 1.05013
chr3 1.88E+08 rs4132172 ENST00000ENSG00000LPP 118520 4387 1.06259
chr3 1.88E+08 rs9877579 ENST00000ENSG00000LPP 127994 4377 1.04489
chr3 1.96E+08 rs10881563ENST00000ENSG00000LINC00969 324690 4664 1.06348
chr3 1.96E+08 rs11925423ENST00000ENSG00000LINC00969 325357 4690 1.05794
chr3 1.96E+08 rs7630825 ENST00000ENSG00000LINC00969 344999 4691 1.06741
chr3 1.96E+08 rs10881563ENST00000ENSG00000LINC00969 334016 4671 1.03432
chr3 1.96E+08 rs6806338 ENST00000ENSG00000LINC00969 307603 4660 1.02556
chr3 1.96E+08 rs11926303ENST00000ENSG00000LINC00969 319222 4670 1.04159
chr3 1.96E+08 rs4635742 ENST00000ENSG00000LINC00969 213412 4658 1.059
chr3 1.96E+08 rs79201837ENST00000ENSG00000LINC00969 -136482 4660 1.04086
chr3 1.96E+08 rs7610260 ENST00000ENSG00000LINC00969 277899 4697 1.06068
chr4 1.86E+08 rs4862656 ENST00000ENSG00000FAM149A 32585 5480 1.06842
chr4 339595 rs11729532ENST00000ENSG00000ZNF141 1759 2617 1.06363
chr4 1.56E+08 rs6836931 ENST00000ENSG00000GUCY1B3 -117600 5373 1.051
chr4 1.77E+08 rs11131799ENST00000ENSG00000AGA 278 5075 1.03953
chr4 1.85E+08 rs13132498ENST00000ENSG00000CENPU 43832 5381 1.04022
chr4 75938552 rs13111710ENST00000ENSG00000NAAA 2498 5174 1.04309
chr4 97723971 rs7672718 ENST00000ENSG00000STPG2 419268 3967 1.04382
chr4 39452701 rs6531717 ENST00000ENSG00000RPL9 6246 4941 1.06278
chr4 1.22E+08 rs2306421 ENST00000ENSG00000ANXA5 26914 4633 1.03404
chr4 1.1E+08 rs34378309ENST00000ENSG00000RRH -606 4147 1.0549
chr4 75535326 rs7673610 ENST00000ENSG00000RCHY1 -20642 4984 1.05185
chr4 1205730 rs11122788ENST00000ENSG00000179979 -185823 4337 1.04873
chr4 4306533 rs2920213 ENST00000ENSG00000ZBTB49 16281 4940 1.05171
chr4 68351891 rs28656921ENST00000ENSG00000YTHDC1 -1803 4960 1.06273
chr4 2991696 rs2515942 ENST00000ENSG00000GRK4 27874 3788 1.05483
chr4 67662742 rs9991141 ENST00000ENSG00000SNORA62 -84495 4380 1.05369
chr4 1.86E+08 rs7663027 ENST00000ENSG00000CYP4V2 -46 5508 1.03941
chr4 51952498 rs2102278 ENST00000ENSG00000SGCB 85983 1828 1.04454
chr4 37826564 rs2059483 ENST00000ENSG00000PGM2 -70 6214 1.06229
chr4 67737185 rs10518042ENST00000ENSG00000RNU6-95P -266711 4625 1.05954
chr4 1338354 rs11170062ENST00000ENSG00000UVSSA -8963 4257 1.05412
chr4 171607 rs11727678ENST00000ENSG00000211553 35145 2066 1.05305
chr4 85657691 rs1471606 ENST00000ENSG00000ARHGAP24 -121016 4421 1.04924
chr4 74899562 rs7672942 ENST00000ENSG00000MTHFD2L 741449 3269 1.00253
chr4 1.56E+08 rs2292538 ENST00000ENSG00000CTSO 235 5172 1.04726
chr4 38624896 rs2637712 ENST00000ENSG00000KLF3-AS1 39912 5398 1.0277
chr4 725498 rs9328756 ENST00000ENSG00000PCGF3 19554 3569 1.0509
chr4 20707352 rs28439580ENST00000ENSG00000PACRGL 6915 4858 1.03463
chr4 1111676 rs6839768 ENST00000ENSG00000RNF212 1870 3988 1.05766
chr4 1.2E+08 rs11728616ENST00000ENSG00000248280 -69365 4048 1.03599
chr4 1.74E+08 rs13145292ENST00000ENSG00000CEP44 33254 4647 1.05028
chr4 1.85E+08 rs12506141ENST00000ENSG00000CFAP97 65261 5765 1.06122
chr4 55387515 rs6849883 ENST00000ENSG00000Y_RNA 114192 4553 1.03541
chr4 664300 rs7436737 ENST00000ENSG00000AC107464. -8088 3446 1.05963
chr4 88624193 rs2972024 ENST00000ENSG00000HERC3 -34076 4494 1.04739
chr4 664300 rs7436737 ENST00000ENSG00000AC107464. -8824 3450 1.04738
chr4 1.55E+08 rs62330399ENST00000ENSG00000PLRG1 14513 4825 1.0709
chr4 67715444 rs72643626ENST00000ENSG00000UBA6-AS1 -347619 4659 1.06699
chr4 88285020 rs79190960ENST00000ENSG00000AC107067. 77 4722 1.05801
chr4 67714206 rs35769895ENST00000ENSG00000UBA6-AS1 12844 4220 1.05592
chr4 89838405 rs3806789 ENST00000ENSG00000SNCA-AS1 1980 4567 1.0504
chr4 1.41E+08 rs6818698 ENST00000ENSG00000ELMOD2 -15896 3823 1.05532
chr4 1.86E+08 rs13146272ENST00000ENSG00000CYP4V2 -5781 5492 1.044
chr4 67741216 rs2319658 ENST00000ENSG00000UBA6-AS1 9071 4332 1.05411
chr4 1.19E+08 rs9994810 ENST00000ENSG00000AC093752. -34052 4099 1.04577
chr4 83445897 rs11099599ENST00000ENSG00000SLC25A14P -31628 4396 1.05981
chr4 1.74E+08 rs75315518ENST00000ENSG00000LINC02268 13757 4617 1.0495
chr4 1.05E+08 rs74852040ENST00000ENSG00000PPA2 329819 3402 1.0496
chr4 1051477 rs935971 ENST00000ENSG00000RNF212 30125 4001 0.989487
chr4 1.29E+08 rs280597 ENST00000ENSG00000SCLT1 70357 3313 1.0411
chr4 1.86E+08 rs4862656 ENST00000ENSG00000FAM149A 73007 5486 1.04814
chr4 2931304 rs55754437ENST00000ENSG00000GRK4 -32331 3788 1.04743
chr4 13602794 rs17745712ENST00000ENSG00000LINC01182 -217317 4905 1.055
chr4 1382947 rs7681872 ENST00000ENSG00000UVSSA 6912 4312 1.0553
chr4 1.89E+08 rs6830262 ENST00000ENSG00000AC105924. -54021 5399 1.04598
chr4 1.2E+08 rs13122709ENST00000ENSG00000AC093752. 179361 4050 1.06601
chr4 82953470 rs11935989ENST00000ENSG00000THAP9-AS1 -52511 4508 1.06013
chr4 39270293 rs3733281 ENST00000ENSG00000RFC1 32899 4825 1.06691
chr4 13578908 rs12506352ENST00000ENSG00000BOD1L1 -708 5104 1.05255
chr4 1.06E+08 rs6828362 ENST00000ENSG00000PPA2 -597861 3409 1.05756
chr4 1.68E+08 rs584145 ENST00000ENSG00000DDX60L 145992 4449 1.05299
chr4 1.85E+08 rs11201799ENST00000ENSG00000LRP2BP 6839 5660 1.03307
chr4 38794634 rs3924113 ENST00000ENSG00000TLR1 10216 5205 1.03991
chr4 1.06E+08 rs78856396ENST00000ENSG00000TBCK -58398 3362 1.07028
chr4 1.19E+08 rs10012456ENST00000ENSG00000AC093752. -141582 4099 1.04629
chr4 39452701 rs6531717 ENST00000ENSG00000RPL9 4980 4941 1.0423
chr4 67714206 rs35769895ENST00000ENSG00000UBA6-AS1 12872 4220 1.04519
chr4 1.55E+08 rs7670827 ENST00000ENSG00000PLRG1 15191 4826 1.05909
chr4 75949076 rs6826085 ENST00000ENSG00000NAAA -8094 5182 1.05171
chr4 1.86E+08 rs7663027 ENST00000ENSG00000CYP4V2 -4614 5511 1.06206
chr4 83539947 rs10019908ENST00000ENSG00000MRPS18C 83891 4411 1.05708
chr4 39103877 rs11096976ENST00000ENSG00000AC079921. -30037 5065 1.03629
chr4 83052804 rs6831511 ENST00000ENSG00000SEC31A -152267 4469 1.04728
chr4 25770169 rs67405418ENST00000ENSG00000ANAPC4 376307 4300 1.03221
chr4 1.13E+08 rs75321673ENST00000ENSG00000LARP7 552 3306 1.01983
chr4 1.76E+08 rs7697207 ENST00000ENSG00000WDR17 -4535 4294 1.03695
chr4 37850943 rs4832959 ENST00000ENSG00000AC021106. -17350 6206 1.04254
chr4 67728834 rs10213333ENST00000ENSG00000GCOM2 -309711 4614 1.06878
chr4 66373209 rs57520017ENST00000ENSG00000EPHA5-AS1 703247 4954 1.06618
chr4 20742912 rs62411661ENST00000ENSG00000PACRGL 42451 4858 1.03462
chr4 42123604 rs4132888 ENST00000ENSG00000SLC30A9 60569 4975 1.04347
chr4 83446606 rs6854739 ENST00000ENSG00000MRPS18C -9478 4411 1.05604
chr4 1.19E+08 rs9994810 ENST00000ENSG00000AC093752. 5614 4050 1.05416
chr4 1.69E+08 rs10031084ENST00000ENSG00000CBR4 71711 4199 1.07547
chr4 171607 rs11727678ENST00000ENSG00000ZNF718 47126 2048 1.05966
chr4 1.59E+08 rs11559290ENST00000ENSG00000ETFDH 8207 3795 1.05362
chr4 42014516 rs1818292 ENST00000ENSG00000SLC30A9 23988 4986 1.0632
chr4 1.85E+08 rs11201799ENST00000ENSG00000LRP2BP -10042 5660 1.03951
chr4 1.88E+08 rs394784 ENST00000ENSG00000LINC01060 -2980 7092 1.05283
chr4 1355018 rs3903127 ENST00000ENSG00000UVSSA -11060 4263 1.06822
chr4 54332897 rs1574493 ENST00000ENSG00000LINC02283 4 4471 1.04428
chr4 89090491 rs6825998 ENST00000ENSG00000FAM13A -33342 4566 1.04961
chr4 83454644 rs3775089 ENST00000ENSG00000MRPS18C -1289 4411 1.0513
chr4 83020677 rs897944 ENST00000ENSG00000THAP9-AS1 -120119 4514 1.06419
chr4 1.19E+08 rs6849889 ENST00000ENSG00000AC093752. -195245 4057 1.07859
chr4 6664211 rs4689500 ENST00000ENSG00000LINC02482 9611 6467 1.04291
chr4 15645706 rs4698407 ENST00000ENSG00000AC098829. -417747 4982 1.02228
chr4 44663325 rs1352792 ENST00000ENSG00000GUF1 -15170 4729 1.06547
chr4 1.65E+08 rs3733420 ENST00000ENSG00000FAM218A 61 5447 1.04106
chr4 1.59E+08 rs11559290ENST00000ENSG00000ETFDH -1419 3787 1.05005
chr4 1.85E+08 rs3733646 ENST00000ENSG00000UFSP2 25685 5651 1.04634
chr4 6673694 rs1133576 ENST00000ENSG00000LINC02482 135 6467 1.02174
chr4 1.19E+08 rs7699346 ENST00000ENSG00000AC093752. -65510 4050 1.08297
chr4 1.74E+08 rs11528483ENST00000ENSG00000LINC02268 105406 4620 1.02893
chr4 1.14E+08 rs11098193ENST00000ENSG00000CAMK2D 252816 3984 1.04289
chr4 1.56E+08 rs7657703 ENST00000ENSG00000GLRB -823722 4717 1.02643
chr4 1.4E+08 rs2602233 ENST00000ENSG00000AC112236. 6652 3635 1.06909
chr4 663577 rs9985747 ENST00000ENSG00000AC107464. -10318 3445 1.06724
chr4 1.18E+08 rs17626497ENST00000ENSG00000SNHG8 -68512 4285 1.05797
chr4 56410573 rs2176785 ENST00000ENSG00000AASDH -23066 5204 1.06001
chr4 1.51E+08 rs6818874 ENST00000ENSG00000AC095055. -55724 3320 1.07181
chr4 1.85E+08 rs1991229 ENST00000ENSG00000LINC02427 -2 5567 1.02909
chr4 1.9E+08 rs10034424ENST00000ENSG00000AF250324.1 -61716 3736 1.062
chr4 1.4E+08 rs2602233 ENST00000ENSG00000SETD7 -9881 3676 1.03641
chr4 663577 rs9985747 ENST00000ENSG00000AC107464. -1633 3468 1.06669
chr4 173039 rs11733927ENST00000ENSG00000ZNF718 48500 2048 1.06393
chr4 15601446 rs1134634 ENST00000ENSG00000AC116651. -37194 4862 1.02883
chr4 44706069 rs62305383ENST00000ENSG00000AC096586. 1663 4726 1.05558
chr4 38629552 rs11128705ENST00000ENSG00000KLF3-AS1 35323 5397 1.0647
chr4 177348 rs67379719ENST00000ENSG00000AC253576. 27609 2086 1.06262
chr4 1.19E+08 rs298992 ENST00000ENSG00000AC110079. -35484 4144 1.0452
chr4 1.19E+08 rs298977 ENST00000ENSG00000AC110079. -14216 4152 1.05986
chr5 1.41E+08 rs10477144ENST00000ENSG00000PCDHB3 67142 3042 1.0611
chr5 1.41E+08 rs2907298 ENST00000ENSG00000PCDHB8 79534 3187 1.04768
chr5 1.41E+08 rs597196 ENST00000ENSG00000PCDHB10 15065 3188 1.04909
chr5 1.8E+08 rs55901738ENST00000ENSG00000GFPT2 39012 4905 1.0342
chr5 1.13E+08 rs73237117ENST00000ENSG00000EPB41L4A -686062 4675 1.08422
chr5 6600680 rs3776446 ENST00000ENSG00000NSUN2 32610 5640 1.06035
chr5 80599619 rs11169224ENST00000ENSG00000MSH3 -55030 4560 1.07281
chr5 1.76E+08 rs7721851 ENST00000ENSG00000THOC3 49078 3630 1.0568
chr5 1.27E+08 rs2431496 ENST00000ENSG00000MEGF10 13039 3395 1.05165
chr5 82090216 rs11235505ENST00000ENSG00000ATG10 118190 3825 1.04569
chr5 82273474 rs3738 ENST00000ENSG00000RPS23 5102 3686 1.05076
chr5 1.5E+08 rs245056 ENST00000ENSG00000TIGD6 39691 4026 1.07344
chr5 96774507 rs7063 ENST00000ENSG00000ERAP1 33592 4082 1.04512
chr5 1.39E+08 rs11954057ENST00000ENSG00000DNAJC18 -8618 2146 1.04938
chr5 1.77E+08 rs4631 ENST00000ENSG00000PRELID1 2340 3235 1.0336
chr5 43866511 rs6868008 ENST00000ENSG00000PAIP1 -309433 3376 1.06936
chr5 1.41E+08 rs11407598ENST00000ENSG00000PCDHA10 53717 2819 1.06911
chr5 96720415 rs7736193 ENST00000ENSG00000CAST 17613 4003 1.04026
chr5 477519 rs4334924 ENST00000ENSG00000EXOC3 31369 3606 1.06108
chr5 34004602 rs10941112ENST00000ENSG00000AMACR 3505 4874 1.05462
chr5 83351558 rs9293336 ENST00000ENSG00000XRCC4 274030 3776 1.05291
chr5 68741094 rs12523576ENST00000ENSG00000RAD17 -628732 2161 1.05743
chr5 70960448 rs150490 ENST00000ENSG00000SERF1A 59760 1072 1.02031
chr5 1.51E+08 rs1600151 ENST00000ENSG00000ZNF300P1 32030 4508 1.05174
chr5 1.08E+08 rs1054256 ENST00000ENSG00000FBXL17 522348 4710 1.05808
chr5 1.8E+08 rs565280 ENST00000ENSG00000MRNIP 31881 5204 1.0532
chr5 1.48E+08 rs9784645 ENST00000ENSG00000SPINK9 1858 3921 1.01177
chr5 1.41E+08 rs77020201ENST00000ENSG00000PCDHA9 13442 2813 1.02963
chr5 82281146 rs226196 ENST00000ENSG00000ATP6AP1L 1683 3687 1.05581
chr5 1.46E+08 rs13178443ENST00000ENSG00000LARS -53053 3817 1.05206
chr5 83354150 rs4703951 ENST00000ENSG00000XRCC4 276579 3776 1.01148
chr5 53099480 rs2068247 ENST00000ENSG00000MOCS2 10278 5090 1.06668
chr5 17145033 rs632754 ENST00000ENSG00000BASP1-AS1 72013 4265 1.03563
chr5 1.51E+08 rs357630 ENST00000ENSG00000SLC36A1 34610 4822 1.03421
chr5 97001087 rs38043 ENST00000ENSG00000ERAP2 125147 4152 1.04935
chr5 1.03E+08 rs34804 ENST00000ENSG00000PAM 226808 4040 1.03131
chr5 80646380 rs1650706 ENST00000ENSG00000DHFR 8602 4611 1.05207
chr5 96775524 rs3198304 ENST00000ENSG00000ERAP1 32384 4086 1.0597
chr5 71012424 rs28409706ENST00000ENSG00000AC044797. 80768 1549 1.0332
chr5 61046169 rs12518404ENST00000ENSG00000ERCC8 -138647 3383 1.05455
chr5 1.33E+08 rs13178251ENST00000ENSG00000P4HA2 -932232 2894 1.0649
chr5 1.28E+08 rs2228112 ENST00000ENSG00000LINC01184 -51068 3689 1.07135
chr5 1.78E+08 rs59329233ENST00000ENSG00000AC106795. -40220 4248 1.04167
chr5 6365576 rs4701724 ENST00000ENSG00000LINC02145 -25693 5678 1.04042
chr5 1.81E+08 rs2287715 ENST00000ENSG00000RACK1 999 2804 1.0528
chr5 1.77E+08 rs13163642ENST00000ENSG00000TSPAN17 5761 2872 1.05971
chr5 1.77E+08 rs13153019ENST00000ENSG00000RGS14 -15891 3361 1.05748
chr5 1.25E+08 rs55746312ENST00000ENSG00000AC025465. -102270 4598 1.03072
chr5 81307822 rs11739833ENST00000ENSG00000CKMT2-AS1 -6338 4107 1.05653
chr5 88649559 rs13173305ENST00000ENSG00000AC091826. -150863 2047 1.0526
chr5 7868753 rs3822445 ENST00000ENSG00000FASTKD3 283 5474 1.07094
chr5 71012424 rs28409706ENST00000ENSG00000GTF2H2B 592175 160 0.97502
chr5 82297835 rs226205 ENST00000ENSG00000ATG10 325573 3825 1.04254
chr5 1.41E+08 rs2530225 ENST00000ENSG00000WDR55 54719 2597 1.05585
chr5 83065555 rs6882386 ENST00000ENSG00000AC108174. -144437 3687 1.06269
chr5 42521586 rs35500216ENST00000ENSG00000GHR 7438 3852 1.03013
chr5 1.4E+08 rs165187 ENST00000ENSG00000TMCO6 -874032 2539 1.05395
chr5 1.35E+08 rs7706190 ENST00000ENSG00000TXNDC15 23999 3458 1.05813
chr5 1.78E+08 rs17080447ENST00000ENSG00000PHYKPL 25523 4687 1.03939
chr5 1.4E+08 rs10063049ENST00000ENSG00000SLC4A9 36479 2427 1.03652
chr5 1.69E+08 rs11740705ENST00000ENSG00000SPDL1 -801302 4980 1.00597
chr5 1.78E+08 rs2382160 ENST00000ENSG00000AC106795. -36498 4239 1.04657
chr5 33440200 rs3756663 ENST00000ENSG00000AC034231. 418 4461 1.05128
chr5 34201612 rs10805584ENST00000ENSG00000AC138409. 16730 4832 1.06312
chr5 1639543 rs11954077ENST00000ENSG00000AC026412. -5563 5933 1.06235
chr5 1.04E+08 rs72775021ENST00000ENSG00000PPIP5K2 997194 3876 1.056
chr5 6377719 rs9313147 ENST00000ENSG00000LINC02145 -40428 5674 1.05139
chr5 1600656 rs11955318ENST00000ENSG00000AC026412. 33345 5933 1.0207
chr5 70960448 rs150490 ENST00000ENSG00000GTF2H2B 545051 158 0.999842
chr5 1599281 rs11957278ENST00000ENSG00000AC026412. 34723 5933 1.05244
chr5 6600942 rs3776444 ENST00000ENSG00000NSUN2 5983 5605 1.07105
chr5 70067122 5:69362949ENST00000ENSG00000GTF2H2B -348231 158 1.01662
chr5 1.23E+08 rs10053995ENST00000ENSG00000KRT8P33 32716 4330 1.0525
chr5 82276645 rs226199 ENST00000ENSG00000ATP6AP1L -32215 3688 1.05814
chr5 71011637 rs4976210 ENST00000ENSG00000GTF2H2 51125 1513 1.01467
chr5 1.29E+08 rs1833549 ENST00000ENSG00000SLC27A6 315946 4625 1.05334
chr5 1.46E+08 rs13182838ENST00000ENSG00000LARS 43823 3777 1.06694
chr5 1.35E+08 rs7706190 ENST00000ENSG00000TXNDC15 41081 3465 1.05035
chr5 96660029 rs2351245 ENST00000ENSG00000CAST -108920 4084 1.07641
chr5 21366404 rs34399426ENST00000ENSG00000GUSBP1 -93094 3352 1.06289
chr5 30794131 rs1353960 ENST00000ENSG00000AC022447. -863088 4661 1.03487
chr5 96740783 rs7724759 ENST00000ENSG00000CAST 37976 4003 1.03261
chr5 37397920 rs14103505ENST00000ENSG00000C5orf42 -239644 3944 1.05877
chr5 70960448 rs150490 ENST00000ENSG00000AC146944. -459546 147 0.998838
chr5 82298929 rs6894520 ENST00000ENSG00000RPS23 -20534 3685 1.0773
chr5 1.41E+08 rs2569170 ENST00000ENSG00000APBB3 -5412 2531 1.05558
chr5 1.78E+08 rs1134369 ENST00000ENSG00000PHYKPL 4071 4618 1.05417
chr5 65729666 rs2561211 ENST00000ENSG00000AC008958. -3308 3974 1.04829
chr5 96722187 rs11738358ENST00000ENSG00000CAST 59983 4057 0.983389
chr5 1320607 rs402710 ENST00000ENSG00000CLPTM1L 3222 5760 1.05617
chr5 69511373 rs28431145ENST00000ENSG00000GTF2H2C -48851 1824 1.04326
chr5 77438259 rs33204 ENST00000ENSG00000WDR41 13093 4439 1.03542
chr5 75707070 rs3797581 ENST00000ENSG00000POC5 10364 4297 1.08951
chr5 81282791 rs57040652ENST00000ENSG00000CKMT2-AS1 18731 3985 1.06318
chr5 1630027 rs10061756ENST00000ENSG00000AC026412. 3976 5933 1.06506
chr5 1.11E+08 rs244929 ENST00000ENSG00000TMEM232 -8388 3817 1.01785
chr5 1.14E+08 rs9552 ENST00000ENSG00000YTHDC2 12730 5341 1.09115
chr5 1.09E+08 rs7720036 ENST00000ENSG00000AC008467. -48630 4760 1.06201
chr5 88454718 rs12516483ENST00000ENSG00000TMEM161B 185667 2002 1.05717
chr5 475348 rs11743825ENST00000ENSG00000EXOC3 32189 3599 1.05882
chr5 69277520 rs4541612 ENST00000ENSG00000CDK7 42636 2371 1.02729
chr5 1.81E+08 rs1279735 ENST00000ENSG00000RACK1 -612 2805 1.08367
chr5 16446687 rs154789 ENST00000ENSG00000LINC02150 -6607 3979 1.07611
chr5 70960448 rs150490 ENST00000ENSG00000GTF2H2B 545004 158 1.00304
chr5 1.31E+08 rs4706007 ENST00000ENSG00000HINT1 15798 2513 1.0323
chr5 82018901 rs77182875ENST00000ENSG00000ATG10 31342 3819 1.03751
chr5 6600680 rs3776446 ENST00000ENSG00000NSUN2 4201 5638 1.03248
chr5 6616898 rs6887702 ENST00000ENSG00000NSUN2 -9642 5633 1.04808
chr5 1.81E+08 rs1279911 ENST00000ENSG00000TRIM52-AS 2986 2755 1.05824
chr5 81964302 rs2406905 ENST00000ENSG00000ATG10 -200144 3732 1.06247
chr5 1.35E+08 rs78041634ENST00000ENSG00000CAMLG 28789 3370 1.06026
chr5 69482053 rs28567918ENST00000ENSG00000AC138866. 776876 453 1.00078
chr5 83054991 rs255561 ENST00000ENSG00000AC027338. -41883 3718 1.04039
chr5 1.76E+08 rs10074911ENST00000ENSG00000THOC3 123946 3629 1.04603
chr5 1.54E+08 rs4485971 ENST00000ENSG00000FAM114A2 4896 4501 1.07545
chr5 68170619 rs6868583 ENST00000ENSG00000PIK3R1 -46848 4290 1.051
chr5 77744405 rs164815 ENST00000ENSG00000TBCA -50129 4238 1.01833
chr5 1.63E+08 rs177250 ENST00000ENSG00000NUDCD2 11094 4391 1.03311
chr5 1.5E+08 rs3797622 ENST00000ENSG00000RPS14 2191 4573 1.07349
chr5 1.54E+08 rs815624 ENST00000ENSG00000FAM114A2 -75437 4500 1.02765
chr5 1.68E+08 rs244903 ENST00000ENSG00000RARS -10714 4397 1.03707
chr5 1.71E+08 rs245747 ENST00000ENSG00000RANBP17 -6855 4172 1.04533
chr5 1.51E+08 rs12659118ENST00000ENSG00000ZNF300P1 -2 4508 1.06322
chr5 1.51E+08 rs1133202 ENST00000ENSG00000ANXA6 47930 4649 1.03933
chr5 1.8E+08 rs248245 ENST00000ENSG00000MRNIP 20546 5170 1.04736
chr5 1592560 rs7728463 ENST00000ENSG00000AC026412. 41386 5933 1.05545
chr5 1.51E+08 rs6579845 ENST00000ENSG00000GM2A 2904 4594 1.06195
chr5 1.79E+08 rs530542 ENST00000ENSG00000CLK4 27713 5142 1.06464
chr5 1.47E+08 rs10042993ENST00000ENSG00000DPYSL3 9489 4019 1.06291
chr5 1.7E+08 rs12520585ENST00000ENSG00000RANBP17 -734327 4353 1.0668
chr5 1.41E+08 rs62624460ENST00000ENSG00000PCDHA9 -5951 2811 1.05332
chr5 469972 rs2278251 ENST00000ENSG00000SLC9A3-AS1 -8152 3688 1.06624
chr5 1.36E+08 rs12520112ENST00000ENSG00000SMAD5 -18202 4107 1.03731
chr5 1.36E+08 rs2548980 ENST00000ENSG00000SMAD5 -14824 4107 1.04981
chr5 6365576 rs4701724 ENST00000ENSG00000AC010266. -343294 5868 1.04245
chr5 72917656 rs4443401 ENST00000ENSG00000MIR4804 39064 3928 1.03792
chr5 82356954 rs17247678ENST00000ENSG00000RN7SL378P 278526 3684 1.05847
chr5 473465 rs10474783ENST00000ENSG00000SLC9A3-AS1 -3781 3687 1.05128
chr5 469972 rs2278251 ENST00000ENSG00000SLC9A3-AS1 -7133 3685 1.06529
chr5 17145033 rs632754 ENST00000ENSG00000AC026790. -37245 4241 1.03694
chr5 477853 rs2278254 ENST00000ENSG00000SLC9A3-AS1 607 3687 1.02447
chr5 463783 rs2561666 ENST00000ENSG00000SLC9A3-AS1 -11502 3681 1.04529
chr5 477853 rs2278254 ENST00000ENSG00000SLC9A3-AS1 608 3687 1.06816
chr5 44914477 rs7703618 ENST00000ENSG00000AC093297. 88400 2474 1.03823
chr5 439740 rs11568922ENST00000ENSG00000SLC9A3-AS1 -33497 3679 1.05208
chr5 83061333 rs6867727 ENST00000ENSG00000AC104118. -10370 3760 1.03996
chr5 74729325 rs57549677ENST00000ENSG00000NSA2 -37668 4426 1.0406
chr5 92082264 rs7735396 ENST00000ENSG00000Metazoa_S -767268 3207 1.06224
chr5 1.52E+08 rs10463320ENST00000ENSG00000AC091982.4 -87602 5147 1.05405
chr5 74648284 rs7704467 ENST00000ENSG00000ENC1 -6861 4353 1.0448
chr5 1.32E+08 rs2569266 ENST00000ENSG00000MIR3936HG -1184 2998 1.05847
chr5 1.41E+08 rs2910326 ENST00000ENSG00000PCDHB17P 52804 3170 1.03741
chr5 1.41E+08 rs13153224ENST00000ENSG00000AC244517. -40031 3170 1.04328
chr5 1.41E+08 rs251369 ENST00000ENSG00000AC005609. 19747 2815 1.04246
chr5 69235426 rs2972388 ENST00000ENSG00000CDK7 630 2371 1.01409
chr5 95919827 rs17085286ENST00000ENSG00000281288 -883134 4130 1.05365
chr6 87330681 rs448580 ENST00000ENSG00000SMIM8 8087 4325 1.0505
chr6 18114456 rs74370978ENST00000ENSG00000CAP2 721239 4247 1.04084
chr6 42206740 rs4714579 ENST00000ENSG00000GUCA1B -11825 3869 1.06616
chr6 42704696 rs34722725ENST00000ENSG00000PRPH2 17877 3118 1.05761
chr6 29982804 rs3734834 ENST00000ENSG00000RNF39 93082 9272 1.00246
chr6 27393263 rs980960 ENST00000ENSG00000ZNF391 4544 3489 1.06817
chr6 18223335 rs214504 ENST00000ENSG00000DEK 41205 4738 1.04188
chr6 1.39E+08 rs11964279ENST00000ENSG00000REPS1 -478723 4587 1.05051
chr6 1.35E+08 rs9376072 ENST00000ENSG00000ALDH8A1 -9260 3672 1.08448
chr6 1.1E+08 rs13201951ENST00000ENSG00000AK9 151125 3953 1.05978
chr6 28443443 rs2531803 ENST00000ENSG00000ZSCAN23 23 4168 1.05435
chr6 42975041 rs9986447 ENST00000ENSG00000PEX6 4178 3331 1.05296
chr6 46680392 rs34964632ENST00000ENSG00000TDRD6 -7738 4161 1.07563
chr6 28273021 rs1778484 ENST00000ENSG00000ZSCAN26 5962 4119 1.05532
chr6 1.25E+08 rs9482623 ENST00000ENSG00000HDDC2 32609 3562 1.07636
chr6 3144920 rs4394276 ENST00000ENSG00000TUBB2A 12605 5421 1.02489
chr6 2993356 rs7754674 ENST00000ENSG00000NQO2 -6619 5251 1.01637
chr6 32103860 rs4711286 ENST00000ENSG00000CYP21A1P 98223 12729 1.10959
chr6 1.67E+08 rs3823208 ENST00000ENSG00000RNASET2 22832 4717 1.07108
chr6 32632226 rs3104376 ENST00000ENSG00000HLA-DRB1 -42379 9042 1.07941
chr6 1.67E+08 rs10946207ENST00000ENSG00000FGFR1OP 43365 4720 1.07173
chr6 1.53E+08 rs34770363ENST00000ENSG00000MTRF1L -12411 5590 1.02578
chr6 1.5E+08 rs17079081ENST00000ENSG00000ULBP2 -54 5244 1.06322
chr6 1.5E+08 rs9322189 ENST00000ENSG00000GINM1 22502 5204 1.06217
chr6 1.35E+08 rs13199205ENST00000ENSG00000HBS1L 89530 3691 1.0468
chr6 1.33E+08 rs968274 ENST00000ENSG00000TBPL1 -773427 4376 1.0703
chr6 1.07E+08 rs2169463 ENST00000ENSG00000QRSL1 36499 4103 1.06713
chr6 1.01E+08 rs240112 ENST00000ENSG00000ASCC3 269933 3520 1.03847
chr6 87215361 rs6922457 ENST00000ENSG00000SMIM8 -181762 4247 1.04779
chr6 78839128 rs4706077 ENST00000ENSG00000IRAK1BP1 -28345 4501 1.05953
chr6 73249811 rs9446876 ENST00000ENSG00000KHDC1L -24360 4355 1.06372
chr6 70859387 rs576516 ENST00000ENSG00000SMAP1 191610 4526 1.02976
chr6 70572469 rs77054685ENST00000ENSG00000SDHAF4 5551 4576 1.05467
chr6 46103379 rs10807334ENST00000ENSG00000ENPP5 67591 3944 1.06863
chr6 42973072 rs9296406 ENST00000ENSG00000GNMT 12313 3334 1.04969
chr6 34583557 rs205286 ENST00000ENSG00000SNRPC -173998 4016 1.04837
chr6 32598234 rs9270656 ENST00000ENSG00000HLA-DRB5 -67948 9003 1.07837
chr6 31777507 rs2736426 ENST00000ENSG00000VWA7 -214 12551 1.0867
chr6 31661319 rs707920 ENST00000ENSG00000LY6G5C 22720 11357 1.08779
chr6 31272078 rs7767581 ENST00000ENSG00000HLA-C 7 9942 1.0649
chr6 31182658 rs1128175 ENST00000ENSG00000TCF19 24110 9804 1.08863
chr6 29938735 rs428081 ENST00000ENSG00000HLA-A -3815 8839 1.04785
chr6 29947284 rs2248162 ENST00000ENSG00000HLA-A 4813 8839 1.07055
chr6 29699907 rs9258088 ENST00000ENSG00000ZFP57 -18798 8763 1.0343
chr6 24426860 rs62401892ENST00000ENSG00000MRS2 23905 5872 1.06023
chr6 3010941 rs9378353 ENST00000ENSG00000NQO2 10938 5251 1.03373
chr6 3007244 rs4149363 ENST00000ENSG00000NQO2 7246 5251 1.05144
chr6 31152092 rs1265108 ENST00000ENSG00000HCG27 -45669 9781 1.06895
chr6 87322680 rs2474349 ENST00000ENSG00000SMIM8 91 4325 1.04527
chr6 42936536 rs6458312 ENST00000ENSG00000CNPY3 7343 3292 1.02213
chr6 41580933 rs9394809 ENST00000ENSG00000TFEB 152919 4010 1.05378
chr6 55492575 rs4530860 ENST00000ENSG00000HMGCLL1 86611 5688 1.04363
chr6 28042300 rs169431 ENST00000ENSG00000ZNF192P2 -145751 4144 1.0826
chr6 1.27E+08 rs9968805 ENST00000ENSG00000AL096711.1 10426 2670 1.04864
chr6 90135317 rs2501721 ENST00000ENSG00000AL117342.1 -18213 4059 1.03469
chr6 28183278 rs1150679 ENST00000ENSG00000ZNF603P 7089 4142 1.071
chr6 1.51E+08 rs6912269 ENST00000ENSG00000AL133260.1 2940 5481 1.05817
chr6 1.5E+08 rs9322225 ENST00000ENSG00000CCT7P1 -16217 5303 1.02866
chr6 1.5E+08 rs9371504 ENST00000ENSG00000AL355312.1 -41300 5261 1.05592
chr6 1.5E+08 rs9322225 ENST00000ENSG00000AL583835.2 -72220 5233 1.0243
chr6 41847022 rs2249703 ENST00000ENSG00000MED20 74096 3834 1.03747
chr6 29999890 rs11228110ENST00000ENSG00000MICD -27427 8838 1.09178
chr6 85678170 rs1059307 ENST00000ENSG00000SNHG5 562 4843 1.06664
chr6 4020122 rs9405217 ENST00000ENSG00000AL138831.1 1092 5599 1.08715
chr6 31599063 rs17200816ENST00000ENSG00000DDX39B -57073 10630 1.08822
chr6 3266525 rs35670469ENST00000ENSG00000PSMG4 7572 5625 1.05576
chr6 1.7E+08 rs1413253 ENST00000ENSG00000LINC00574 15092 4980 1.05715
chr6 2876301 rs318429 ENST00000ENSG00000SERPINB9P 208 5137 1.01073
chr6 1.5E+08 rs9322225 ENST00000ENSG00000AL583835.2 -70782 5233 1.046
chr6 1.07E+08 rs3121445 ENST00000ENSG00000LINC02526 -19532 4120 1.06722
chr6 26421648 rs3903661 ENST00000ENSG00000BTN3A1 19397 4468 1.05451
chr6 32255414 rs9469094 ENST00000ENSG00000HCG23 -135097 9996 1.05698
chr6 30840985 rs2517582 ENST00000ENSG00000VARS2 -73268 11274 1.08705
chr6 32037490 rs431204 ENST00000ENSG00000C4A 55465 12715 1.08678
chr6 1.6E+08 rs2758350 ENST00000ENSG00000AL078604.2 -107856 5130 1.05512
chr6 29976089 rs2245950 ENST00000ENSG00000HLA-K 49629 8816 1.08385
chr6 1.09E+08 rs9320288 ENST00000ENSG00000MICAL1 8994 3638 1.03901
chr6 32255414 rs9469094 ENST00000ENSG00000HNRNPA1P -69806 11094 1.08662
chr6 28071808 rs4713135 ENST00000ENSG00000OR2B8P -17644 3995 1.07026
chr6 30286901 rs9261647 ENST00000ENSG00000RPP21 -58231 11835 1.07507
chr6 32700169 rs3135190 ENST00000ENSG00000HLA-DQB1 -33476 9111 1.04441
chr6 1.5E+08 rs7738696 ENST00000ENSG00000AL583835.2 -85543 5233 1.03039
chr6 75647130 rs6902058 ENST00000ENSG00000SENP6 618 3275 1.037
chr6 32829016 rs4148876 ENST00000ENSG00000HLA-DOB -11969 9383 1.05048
chr6 30144155 rs9261504 ENST00000ENSG00000RPP21 -201005 11835 1.06391
chr6 30097798 rs1264702 ENST00000ENSG00000ZNRD1ASP -62784 8941 1.07238
chr6 1.5E+08 rs9322225 ENST00000ENSG00000RAET1E-AS -26358 5287 1.05388
chr6 1.39E+08 rs1129180 ENST00000ENSG00000AL590617.2 626 4523 1.07555
chr6 1.16E+08 rs11729250ENST00000ENSG00000AL050331.3 -88411 3935 1.05743
chr6 29955360 rs7768084 ENST00000ENSG00000HCG4B -28388 8816 1.08046
chr6 1.39E+08 rs1188887 ENST00000ENSG00000REPS1 51527 4587 1.03361
chr6 31666793 rs9267529 ENST00000ENSG00000BAG6 -14636 11272 1.09862
chr6 31157381 rs743401 ENST00000ENSG00000CCHCR1 835 9805 1.06274
chr6 1.68E+08 rs2516611 ENST00000ENSG00000KIF25-AS1 12925 5244 1.03256
chr6 31583760 rs3093562 ENST00000ENSG00000DDX39B -41775 10630 1.09012
chr6 31661319 rs707920 ENST00000ENSG00000LY6G5C 19044 11358 1.1056
chr6 31699251 rs1266073 ENST00000ENSG00000LY6G5C -17292 11367 1.10549
chr6 30260944 rs2516708 ENST00000ENSG00000HLA-L 1346 10691 1.10622
chr6 1.53E+08 rs9384062 ENST00000ENSG00000MTRF1L 10671 5590 1.04484
chr6 32996171 rs73409691ENST00000ENSG00000HLA-DMA -27728 9735 1.06551
chr6 4113695 rs619439 ENST00000ENSG00000ECI2 20086 5594 1.04036
chr6 1.7E+08 rs884793 ENST00000ENSG00000PHF10 -43469 5166 1.05659
chr6 31634066 rs3115663 ENST00000ENSG00000BAG6 10133 11267 1.09959
chr6 39717535 rs11386081ENST00000ENSG00000KIF6 -2577 4818 1.05868
chr6 10752650 rs1233893 ENST00000ENSG00000TMEM14B 4818 4991 1.05599
chr6 30856865 rs2535330 ENST00000ENSG00000VARS2 -61900 11264 1.09122
chr6 37422596 rs4714066 ENST00000ENSG00000RNF8 68504 4534 1.05285
chr6 33109494 rs3130216 ENST00000ENSG00000HLA-DPB1 29107 9967 1.04542
chr6 1.7E+08 rs2864057 ENST00000ENSG00000WDR27 -99058 5219 1.05232
chr6 31691954 rs805282 ENST00000ENSG00000LY6G5C -10479 11357 1.10197
chr6 7279272 rs11259722ENST00000ENSG00000SSR1 33934 5437 1.03705
chr6 32829016 rs4148876 ENST00000ENSG00000HLA-DOB -12029 9383 1.04428
chr6 32946949 rs73396800ENST00000ENSG00000HLA-DMA 6084 9740 1.09191
chr6 1.35E+08 rs2207000 ENST00000ENSG00000AHI1 139989 3356 1.07596
chr6 1.7E+08 rs9460139 ENST00000ENSG00000FAM120B 96334 3073 1.08795
chr6 36107442 rs9470219 ENST00000ENSG00000MAPK13 -20368 3750 1.05392
chr6 32968343 rs59576053ENST00000ENSG00000HLA-DMA -15236 9735 1.06764
chr6 1.6E+08 rs73601319ENST00000ENSG00000MRPL18 -48385 5053 1.04449
chr6 5000545 rs7744457 ENST00000ENSG00000RPP40 3472 5250 1.03707
chr6 32962349 rs58173627ENST00000ENSG00000HLA-DMA -12679 9735 1.03734
chr6 28558878 rs414745 ENST00000ENSG00000ZSCAN23 -115399 4168 1.03848
chr6 30258527 rs2516714 ENST00000ENSG00000HLA-L -1058 10691 1.09053
chr6 30830920 rs1264347 ENST00000ENSG00000FLOT1 -88215 12943 1.09382
chr6 31964400 rs444921 ENST00000ENSG00000SKIV2L -4055 12746 1.09514
chr6 1.7E+08 rs6907286 ENST00000ENSG00000WDR27 -86238 5236 1.06384
chr6 18385658 rs7748189 ENST00000ENSG00000RNF144B -1857 4741 1.02986
chr6 30598076 rs9262120 ENST00000ENSG00000FLOT1 142776 13039 1.1035
chr6 32666610 rs1049055 ENST00000ENSG00000HLA-DQB1 27 9111 1.09054
chr6 56450565 rs72877327ENST00000ENSG00000DST 41677 4001 1.0608
chr6 1.12E+08 rs9374281 ENST00000ENSG00000FYN 128050 3479 1.04124
chr6 1.69E+08 rs1132782 ENST00000ENSG00000THBS2 7111 5564 1.00906
chr6 42916637 rs6937172 ENST00000ENSG00000RPL7L1 37001 3257 1.04185
chr6 29622820 rs29245 ENST00000ENSG00000GABBR1 -252 8786 1.06733
chr6 29976193 rs2245959 ENST00000ENSG00000HLA-J -30404 8911 1.05801
chr6 27295473 rs16897345ENST00000ENSG00000BTN2A2 905369 4473 1.04782
chr6 29931363 rs2524006 ENST00000ENSG00000HLA-A -11186 8839 1.07261
chr6 32946949 rs73396800ENST00000ENSG00000HLA-DMB -5966 9714 1.09175
chr6 30304682 rs261944 ENST00000ENSG00000RPP21 -40461 11835 1.09311
chr6 11123132 rs12529581ENST00000ENSG00000AL139807.1 -50321 4943 1.05649
chr6 1.14E+08 rs80064279ENST00000ENSG00000HDAC2-AS2 3179 4061 1.01622
chr6 56471608 rs2894837 ENST00000ENSG00000DST 2381 4023 1.07103
chr6 27685341 rs13217620ENST00000ENSG00000ZSCAN12P1 -405814 4019 1.06079
chr6 1.3E+08 rs7740107 ENST00000ENSG00000L3MBTL3 -1772 4788 1.04413
chr6 1.36E+08 rs6924066 ENST00000ENSG00000AHI1 -100267 2877 1.04377
chr6 1.12E+08 rs9481169 ENST00000ENSG00000Z97989.1 8783 3404 1.06389
chr6 1.35E+08 rs7759971 ENST00000ENSG00000AHI1 71993 3279 1.05924
chr6 1.6E+08 rs4708844 ENST00000ENSG00000SOD2 20527 5031 1.04852
chr6 24551103 rs699462 ENST00000ENSG00000KIAA0319 95051 6015 1.05827
chr6 39744173 rs302549 ENST00000ENSG00000KIF6 -18839 4489 1.05204
chr6 31357979 rs9266247 ENST00000ENSG00000LINC02571 -56338 10005 1.01763
chr6 26949281 rs4713058 ENST00000ENSG00000AL513548.1 263039 4170 1.06058
chr6 1.7E+08 rs6456196 ENST00000ENSG00000AL008628.1 -103972 2826 1.04206
chr6 26497937 rs3757151 ENST00000ENSG00000261353 -29127 4358 1.06125
chr6 1.39E+08 rs6900336 ENST00000ENSG00000AL121834.1 -101621 4557 1.05995
chr6 1.67E+08 rs422694 ENST00000ENSG00000MIR3939 5325 4720 1.04321
chr6 1.7E+08 rs76288623ENST00000ENSG00000ERMARD 412865 5107 1.04804
chr6 1.45E+08 rs76505645ENST00000ENSG00000AL356599.1 -486271 3738 1.04925
chr6 30264597 rs2516698 ENST00000ENSG00000HCG18 39517 11355 1.09917
chr6 3023150 rs13193229ENST00000ENSG00000HTATSF1P2 621 5260 1.04506
chr6 1.5E+08 rs7742993 ENST00000ENSG00000RAET1E-AS -473 5291 1.08745
chr6 1.46E+08 rs7746618 ENST00000ENSG00000AL356599.1 145318 3736 1.05379
chr6 3064289 rs12196777ENST00000ENSG00000AL031963.3 4604 5307 1.03815
chr6 31392925 rs7756431 ENST00000ENSG00000AL645933.2 2569 10367 1.10971
chr6 79107068 rs9361489 ENST00000ENSG00000IRAK1BP1 239460 4501 1.05399
chr6 1.5E+08 rs9371504 ENST00000ENSG00000RAET1E-AS -551 5274 1.03342
chr6 57956907 rs6915273 ENST00000ENSG00000AL021368.3 -100440 1764 1.05373
chr6 1.38E+08 rs9495065 ENST00000ENSG00000HEBP2 -15501 4738 1.06535
chr6 13318633 rs498338 ENST00000ENSG00000TBC1D7 9824 4229 1.05668
chr6 1.58E+08 rs4435969 ENST00000ENSG00000GTF2H5 12025 4884 1.0387
chr6 1.25E+08 rs9482623 ENST00000ENSG00000HDDC2 6852 3620 1.05828
chr6 73507220 rs673265 ENST00000ENSG00000EEF1A1 13811 4458 1.05265
chr6 32253775 rs9267995 ENST00000ENSG00000AL671511.2 -1510 12123 1.06833
chr6 25955944 rs175319 ENST00000ENSG00000HIST1H3C -89468 4958 1.06495
chr6 20535303 rs981042 ENST00000ENSG00000CDKAL1 821 4845 1.04445
chr6 1.61E+08 rs783144 ENST00000ENSG00000LPA -57358 4695 1.05902
chr6 31055152 rs9262625 ENST00000ENSG00000HCG22 1079 10138 1.08612
chr6 27807046 rs200483 ENST00000ENSG00000HIST1H4L 66463 3796 1.07309
chr6 49713544 rs699957 ENST00000ENSG00000CRISP2 45 3832 1.0548
chr6 29163413 rs3129141 ENST00000ENSG00000ZSCAN26 896053 4118 1.05683
chr6 2666029 rs6941573 ENST00000ENSG00000LINC01600 -31427 4994 1.05496
chr6 29941677 rs9260093 ENST00000ENSG00000HCP5B -67895 8808 1.03957
chr6 1.46E+08 rs6570695 ENST00000ENSG00000AL356599.1 -225229 3739 1.0445
chr7 1E+08 rs7799932 ENST00000ENSG00000PILRA -20561 2783 1.0564
chr7 1.3E+08 rs1990790 ENST00000ENSG00000CEP41 47447 3914 1.04871
chr7 1.42E+08 rs2234001 ENST00000ENSG00000TAS2R5 -11444 2730 1.07117
chr7 76033808 rs77381667ENST00000ENSG00000STYXL1 14194 2749 1.05779
chr7 47704102 rs7792952 ENST00000ENSG00000HUS1 275440 5309 1.04636
chr7 1.57E+08 rs10225500ENST00000ENSG00000NOM1 14727 5366 1.0383
chr7 64969669 rs6944240 ENST00000ENSG00000ZNF117 21366 3617 1.06422
chr7 1.34E+08 rs55974805ENST00000ENSG00000LRGUK -40923 4157 1.05707
chr7 47947231 rs2708873 ENST00000ENSG00000PKD1L1 1259 5443 1.04487
chr7 1.44E+08 rs7811904 ENST00000ENSG00000TCAF2P1 -72465 2907 1.02551
chr7 73838770 rs7811711 ENST00000ENSG00000METTL27 3764 1802 1.02842
chr7 1.01E+08 rs11766202ENST00000ENSG00000STAG3L5P- 173761 2672 1.05535
chr7 76585775 rs10247542ENST00000ENSG00000POMZP3 41465 3777 1.0622
chr7 33638727 rs4418250 ENST00000ENSG00000AC008080. -87255 4232 1.04342
chr7 99931558 rs2527899 ENST00000ENSG00000OR2AE1 -54502 2460 1.02905
chr7 6822249 rs2711224 ENST00000ENSG00000CCZ1B 4520 4983 1.01519
chr7 1.49E+08 rs7790642 ENST00000ENSG00000CUL1 204305 4838 1.0358
chr7 6847120 rs9690561 ENST00000ENSG00000CCZ1 948385 4728 1.04899
chr7 1.57E+08 rs10244351ENST00000ENSG00000LINC01006 -14796 5171 1.03265
chr7 76625715 rs2527936 ENST00000ENSG00000UPK3B 115286 3778 1.05654
chr7 1.5E+08 rs11538922ENST00000ENSG00000ZBED6CL 8304 4605 1.03554
chr7 42930746 rs617821 ENST00000ENSG00000C7orf25 -18578 4612 1.04607
chr7 1.06E+08 rs7776987 ENST00000ENSG00000NAMPT 45392 4401 1.04475
chr7 30518269 rs57369681ENST00000ENSG00000AC005154. 46347 4285 1.03682
chr7 1.5E+08 rs11773351ENST00000ENSG00000LRRC61 10586 4645 1.04391
chr7 6710127 rs6967414 ENST00000ENSG00000AC073343. 46152 4797 1.0617
chr7 66756505 rs10235037ENST00000ENSG00000ASL 680638 2757 1.04311
chr7 32915653 rs1376303 ENST00000ENSG00000RP9P 27522 4879 1.06085
chr7 1.27E+08 rs11563630ENST00000ENSG00000ZNF800 -6799 3573 1.03841
chr7 64982336 rs7799463 ENST00000ENSG00000ERV3-1 24316 3599 1.06224
chr7 33420742 rs10225698ENST00000ENSG00000BBS9 291201 4610 1.07242
chr7 28039112 rs17156245ENST00000ENSG00000CREB5 -396504 4684 1.05605
chr7 35806498 rs12666886ENST00000ENSG00000SEPT7 -26172 4639 1.04088
chr7 7552983 rs6977450 ENST00000ENSG00000COL28A1 -17131 5406 1.03755
chr7 1.16E+08 rs4472446 ENST00000ENSG00000CAV1 -718152 2929 1.01049
chr7 7552546 rs77740779ENST00000ENSG00000MIOS -14330 5500 1.03616
chr7 1161005 rs2960830 ENST00000ENSG00000AC091729. 413 4495 1.0646
chr7 29669186 rs11981159ENST00000ENSG00000DPY19L2P3 18958 4444 1.05402
chr7 64963348 rs10949951ENST00000ENSG00000AC073210. -111676 3553 1.04941
chr7 43740323 rs1181594 ENST00000ENSG00000COA1 -10811 3813 1.07249
chr7 75515270 rs794379 ENST00000ENSG00000AC211429. -29163 2288 1.05932
chr7 32658558 rs6978161 ENST00000ENSG00000DPY19L1P1 103228 4988 1.0405
chr7 76623313 rs1638113 ENST00000ENSG00000AC004980. 73952 3801 1.03807
chr7 50447929 rs12154303ENST00000ENSG00000FIGNL1 1794 4525 1.04533
chr7 30463664 rs1558067 ENST00000ENSG00000NOD1 15077 4254 1.06286
chr7 26399711 rs1013688 ENST00000ENSG00000AC004540. 1058 4353 1.05441
chr7 43948403 rs2256294 ENST00000ENSG00000POLR2J4 70771 3855 1.07207
chr7 1.36E+08 rs61740269ENST00000ENSG00000AC093107. -11616 4706 1.04544
chr7 1.36E+08 rs3110823 ENST00000ENSG00000STMP1 10163 4704 1.05064
chr7 1161556 rs2960831 ENST00000ENSG00000AC091729. 1181 4496 1.05976
chr7 76608790 rs1620178 ENST00000ENSG00000POMZP3 18470 3777 1.05161
chr7 75544515 rs1108493 ENST00000ENSG00000PMS2P2 -184966 2244 1.05458
chr7 1.5E+08 rs4281041 ENST00000ENSG00000ATP6V0E2 2323 4597 1.05488
chr7 65023428 rs12666885ENST00000ENSG00000CCT6P3 -14933 3587 1.05525
chr7 1.18E+08 rs62466554ENST00000ENSG00000AC003084. -215421 3539 1.0405
chr7 43888473 rs4724253 ENST00000ENSG00000POLR2J4 130675 3869 1.03057
chr7 55816602 rs10260993ENST00000ENSG00000PSPH 217569 4176 1.05704
chr7 45813046 rs11664237ENST00000ENSG00000SEPT7P2 -44083 4631 1.05449
chr7 36407991 rs3801315 ENST00000ENSG00000ANLN 1588 4539 1.05159
chr7 6732029 rs7787147 ENST00000ENSG00000PMS2CL -5607 4905 1.05541
chr7 43667196 rs6463201 ENST00000ENSG00000COA1 62308 3838 1.02447
chr7 16599990 rs7156 ENST00000ENSG00000AC005014. -13234 5229 1.06158
chr7 87122585 rs56378450ENST00000ENSG00000DMTF1 -29947 3044 1.05611
chr7 33235442 rs12701289ENST00000ENSG00000BBS9 106197 4609 1.07201
chr7 50466258 rs11575534ENST00000ENSG00000FIGNL1 -15869 4526 1.05308
chr7 42936258 rs615770 ENST00000ENSG00000AC010132. -91821 4639 1.04482
chr7 42933514 rs74439056ENST00000ENSG00000AC010132. -1344 4615 1.06541
chr7 1.35E+08 rs4467884 ENST00000ENSG00000AGBL3 13938 4893 1.0451
chr7 55761141 rs10232851ENST00000ENSG00000PSPH 290306 4181 1.05924
chr7 75534076 rs1167828 ENST00000ENSG00000PMS2P3 -5989 2220 1.05097
chr7 45087203 rs80005227ENST00000ENSG00000SNHG15 -100634 3794 0.950322
chr7 1E+08 rs941289 ENST00000ENSG00000ZSCAN21 31073 2540 1.04616
chr7 26399079 rs1229664 ENST00000ENSG00000AC004540. 485 4353 1.07742
chr7 75531992 rs809439 ENST00000ENSG00000POM121C -91292 2309 1.05378
chr7 65176740 rs71562969ENST00000ENSG00000AC114501. 378003 2946 1.03434
chr7 65029548 rs6954275 ENST00000ENSG00000GTF2IP14 -54556 3530 1.07317
chr7 90582231 rs2106519 ENST00000ENSG00000AC002456. 13658 4436 1.08043
chr7 73672535 rs1109512 ENST00000ENSG00000BUD23 -18382 1846 1.04252
chr7 1E+08 rs1059129 ENST00000ENSG00000STAG3L5P- -27850 2725 1.06118
chr7 96691518 rs10278521ENST00000ENSG00000SEM1 18339 3839 1.05462
chr7 64863880 rs62458435ENST00000ENSG00000EEF1DP4 880 3680 1.04726
chr7 23688325 rs7802834 ENST00000ENSG00000FAM221A 8140 5026 1.00481
chr7 7267401 rs4724965 ENST00000ENSG00000AC005532. -4008 5472 1.05181
chr7 2353997 rs2398661 ENST00000ENSG00000SNX8 320 5806 1.07682
chr7 65231622 rs62469333ENST00000ENSG00000ZNF680 -668582 3818 1.0568
chr7 64861984 rs4718146 ENST00000ENSG00000AC092685. -493951 3148 1.04423
chr7 97816430 rs15067200ENST00000ENSG00000ASNS 53546 4259 1.03862
chr7 1E+08 rs75636500ENST00000ENSG00000PILRB -2255 2712 1.04254
chr7 50492616 rs13234331ENST00000ENSG00000FIGNL1 -42281 4523 1.06871
chr7 97934695 rs9801412 ENST00000ENSG00000AC079781. 4098 4102 1.05941
chr7 7277584 rs1638213 ENST00000ENSG00000AC079448. -15925 5448 1.05722
chr7 55753863 rs10249231ENST00000ENSG00000PSPHP1 -10935 4664 1.04816
chr7 29536206 rs10228313ENST00000ENSG00000AC007255. 27463 4583 1.05899
chr7 74725717 rs810364 ENST00000ENSG00000GTF2IRD2 125833 1943 1.06706
chr7 1E+08 rs1059129 ENST00000ENSG00000STAG3 123541 2670 1.05899
chr7 65420823 rs7788406 ENST00000ENSG00000CCT6P3 355823 3574 1.0451
chr7 44130798 rs12531534ENST00000ENSG00000POLD2 -7269 3861 1.05097
chr7 12404169 rs6968277 ENST00000ENSG00000VWDE -229 7421 1.07988
chr7 43971323 rs2595722 ENST00000ENSG00000AC004951.4 47827 3862 1.05492
chr7 7581831 rs2348338 ENST00000ENSG00000MIOS 14842 5500 1.06692
chr7 64073516 rs10224492ENST00000ENSG00000ZNF727 28072 3593 1.05101
chr7 890449 rs10246788ENST00000ENSG00000SUN1 59518 3947 1.05449
chr7 1.44E+08 rs3735381 ENST00000ENSG00000TCAF1 -19222 2884 1.04909
chr7 1.4E+08 rs9791872 ENST00000ENSG00000SLC37A3 -1412 3706 1.04808
chr7 5902859 rs14742774ENST00000ENSG00000CCZ1 4133 4728 1.06541
chr7 1.41E+08 rs6464833 ENST00000ENSG00000DENND2A 75018 3519 1.05784
chr7 55473014 rs815957 ENST00000ENSG00000VOPP1 99398 5021 1.03956
chr7 22814832 rs2286509 ENST00000ENSG00000TOMM7 8016 4744 1.04796
chr7 1.42E+08 rs2234002 ENST00000ENSG00000WEE2-AS1 -40781 2744 1.04065
chr7 1.29E+08 rs73240327ENST00000ENSG00000IRF5 86063 3963 1.02075
chr7 64851777 rs35065007ENST00000ENSG00000ZNF273 -25884 3664 1.09627
chr7 76430915 rs34573489ENST00000ENSG00000ZP3 -3042 3647 0.987451
chr7 6822249 rs2711224 ENST00000ENSG00000CCZ1B -15072 4982 1.06015
chr7 1.59E+08 rs2657356 ENST00000ENSG00000WDR60 -1841 3764 1.07905
chr7 76481111 rs71562435ENST00000ENSG00000ZP3 41212 3654 1.06578
chr7 1482539 rs10224038ENST00000ENSG00000INTS1 11327 4907 1.06249
chr7 1E+08 rs3807479 ENST00000ENSG00000LAMTOR4 -29701 2697 1.0673
chr7 1.09E+08 rs40922 ENST00000ENSG00000THAP5 19756 3897 1.06505
chr7 1.29E+08 rs6955705 ENST00000ENSG00000AC025594. -3254 3908 1.02235
chr7 1E+08 rs78256546ENST00000ENSG00000STAG3L5P- 19242 2672 1.06595
chr7 1.42E+08 rs768055 ENST00000ENSG00000WEE2-AS1 24978 2744 1.01956
chr7 64904488 rs56063644ENST00000ENSG00000ZNF273 21974 3656 1.06271
chr7 1.29E+08 rs974558 ENST00000ENSG00000AHCYL2 -1058 4211 1.01968
chr7 1.41E+08 rs28517771ENST00000ENSG00000NDUFB2 -24415 3435 0.953517
chr7 1.34E+08 rs13246630ENST00000ENSG00000LRGUK 9507 4157 1.05552
chr7 1E+08 rs28401739ENST00000ENSG00000STAG3L5P -28019 2672 1.05163
chr7 1.42E+08 rs17462840ENST00000ENSG00000WEE2-AS1 -6384 2758 1.05381
chr7 1.02E+08 rs3800988 ENST00000ENSG00000LRWD1 7622 3416 1.05484
chr7 1E+08 rs6943160 ENST00000ENSG00000PILRA -99597 2783 1.05918
chr7 93277325 rs2188405 ENST00000ENSG00000VPS50 -56575 2861 1.04563
chr7 6830507 rs11971998ENST00000ENSG00000CCZ1 912780 4704 1.0656
chr7 1.56E+08 rs6965868 ENST00000ENSG00000AC009403. 33297 5655 1.03655
chr7 1.42E+08 rs1285955 ENST00000ENSG00000MGAM -104335 2737 1.05929
chr7 7244906 rs35362940ENST00000ENSG00000C1GALT1 62275 5383 1.05824
chr7 64905540 rs6460209 ENST00000ENSG00000ZNF273 35367 3673 1.06093
chr7 23158165 rs6461695 ENST00000ENSG00000NUPL2 -36239 4742 1.06792
chr7 1.42E+08 rs17464086ENST00000ENSG00000MYL6P4 -30670 2776 1.0478
chr7 1.42E+08 rs2234002 ENST00000ENSG00000MGAM2 -332755 2777 1.06001
chr7 1.42E+08 rs12533304ENST00000ENSG00000WEE2-AS1 2620 2744 1.03762
chr7 24727777 rs76851911ENST00000ENSG00000GSDME -21741 5635 1.06543
chr7 1.39E+08 rs11973431ENST00000ENSG00000ATP6V0A4 -39286 4016 1.07017
chr7 1.28E+08 rs67076895ENST00000ENSG00000METTL2B -34575 3461 1.03171
chr7 38786735 rs17700752ENST00000ENSG00000VPS41 -40738 5427 1.03028
chr7 1.28E+08 rs67076895ENST00000ENSG00000METTL2B -34550 3461 1.06947
chr7 1.42E+08 rs6464453 ENST00000ENSG00000WEE2-AS1 -2567 2749 1.03198
chr7 1.42E+08 rs17464086ENST00000ENSG00000OR9A1P -106013 2786 1.05498
chr7 1E+08 rs28401739ENST00000ENSG00000PILRA -65468 2783 1.04345
chr7 1.42E+08 rs12534862ENST00000ENSG00000MGAM -275739 2763 1.04228
chr7 1.42E+08 rs2234001 ENST00000ENSG00000OR9A3P -84087 2771 1.05326
chr7 98275193 rs28662014ENST00000ENSG00000BRI3 -31330 4176 1.06747
chr7 6823047 rs7789081 ENST00000ENSG00000RSPH10B2 57340 4973 1.04911
chr7 5889095 rs57575888ENST00000ENSG00000CCZ1B 937176 5046 1.06731
chr7 1.42E+08 rs12540335ENST00000ENSG00000WEE2-AS1 -18618 2754 1.05158
chr7 1.44E+08 rs1635893 ENST00000ENSG00000OR2A1-AS1 174984 3263 1.05369
chr7 65017601 rs35953728ENST00000ENSG00000ZNF117 -10918 3613 1.04987
chr7 1.01E+08 rs13241786ENST00000ENSG00000SLC12A9 30298 3714 1.05196
chr7 1.18E+08 rs6971495 ENST00000ENSG00000CTTNBP2 -8602 3244 1.02976
chr7 1.42E+08 rs12533304ENST00000ENSG00000WEE2-AS1 2593 2743 1.04932
chr7 1.42E+08 rs2234001 ENST00000ENSG00000OR9N1P -132444 2767 1.02364
chr7 32908663 rs9648399 ENST00000ENSG00000RP9 200664 4621 1.04425
chr7 1E+08 rs7799932 ENST00000ENSG00000PILRB 616 2712 1.06258
chr7 73740687 rs10232827ENST00000ENSG00000METTL27 101828 1798 1.04427
chr7 1E+08 rs28401739ENST00000ENSG00000STAG3L5P -30117 2677 1.03145
chr7 92167164 rs7791282 ENST00000ENSG00000AKAP9 61486 2547 1.05987
chr7 1.42E+08 rs17464086ENST00000ENSG00000OR9N1P -130328 2767 1.02352
chr7 1.02E+08 rs10953363ENST00000ENSG00000PRKRIP1 19903 3601 1.06587
chr7 1.01E+08 rs314329 ENST00000ENSG00000SLC12A9 -15126 3713 1.06407
chr7 1.56E+08 rs7800285 ENST00000ENSG00000LMBR1 941169 5464 1.05491
chr7 1.02E+08 rs60871950ENST00000ENSG00000AC093668. 120954 3344 1.05043
chr7 1.36E+08 rs6467602 ENST00000ENSG00000STMP1 -37875 4704 1.03998
chr7 43195825 rs67075006ENST00000ENSG00000RNU7-35P 1403 4405 1.03209
chr7 79145883 rs7787597 ENST00000ENSG00000MAGI2 -967817 5096 1.05402
chr7 64896012 rs6957266 ENST00000ENSG00000ZNF273 13518 3656 1.05692
chr7 6823047 rs7789081 ENST00000ENSG00000RSPH10B -863965 4689 1.04771
chr7 1E+08 rs56162722ENST00000ENSG00000GATS 59671 2699 1.05364
chr7 1.42E+08 rs11770781ENST00000ENSG00000OR9A4 -100787 2758 1.05852
chr7 1.42E+08 rs28429916ENST00000ENSG00000MGAM 112420 2737 1.01035
chr7 42894108 rs626366 ENST00000ENSG00000AC010132.4 8530 4600 1.07428
chr7 44997261 rs4724342 ENST00000ENSG00000SNHG15 -10428 3794 1.05386
chr7 30498438 rs38407 ENST00000ENSG00000AC005154. 96369 4276 1.09117
chr7 30574892 rs38487 ENST00000ENSG00000AC005154. -1793 4292 1.05995
chr7 30585545 rs38494 ENST00000ENSG00000AC005154. -8804 4278 1.05043
chr7 30585545 rs38494 ENST00000ENSG00000AC005154. -11764 4293 1.07513
chr7 65429369 rs2419786 ENST00000ENSG00000INTS4P1 288143 3435 1.07825
chr7 1.29E+08 rs10954206ENST00000ENSG00000AC018638. -13406 3575 1.0399
chr7 1.42E+08 rs12674391ENST00000ENSG00000TAS2R6P 4601 2732 1.07983
chr7 64993644 rs2091224 ENST00000ENSG00000MTDHP1 -50719 3621 1.07112
chr7 1.5E+08 rs6976451 ENST00000ENSG00000ATP6V0E2 11670 4597 1.06772
chr7 7571699 rs2348337 ENST00000ENSG00000AC004982. -19260 5486 1.03841
chr7 1E+08 rs11262279ENST00000ENSG00000PILRB -38223 2728 1.04182
chr7 98299769 rs13232861ENST00000ENSG00000AC093799. -23085 4112 1.03356
chr7 1.31E+08 rs55640724ENST00000ENSG00000AC008264. 231765 4165 1.05919
chr7 1.41E+08 rs7790976 ENST00000ENSG00000TMEM178B 222880 3383 1.08334
chr7 50421340 rs4947641 ENST00000ENSG00000FIGNL1 29049 4525 1.07256
chr7 65452891 rs4717262 ENST00000ENSG00000INTS4P2 -204045 2953 1.05543
chr7 50542871 rs3807555 ENST00000ENSG00000FIGNL1 -92482 4525 1.03181
chr7 1.17E+08 rs38853 ENST00000ENSG00000ST7 -483051 2959 1.06557
chr7 75440043 rs56074652ENST00000ENSG00000STAG3L1 80848 2243 1.05062
chr7 64982336 rs7799463 ENST00000ENSG00000ZNF117 -218 3623 1.05724
chr7 75539242 rs1167835 ENST00000ENSG00000GTF2IP1 -348407 2201 1.03749
chr7 26399032 rs1229663 ENST00000ENSG00000AC004947. -139347 4257 1.06294
chr7 96110119 rs67751149ENST00000ENSG00000AC002540. -8529 3758 1.06515
chr7 11171680 rs10247599ENST00000ENSG00000AC004160. -9223 6655 1.06461
chr7 6822249 rs2711224 ENST00000ENSG00000CCZ1B 4520 4982 1.05849
chr7 6823047 rs7789081 ENST00000ENSG00000CCZ1 924246 4728 1.04951
chr8 48735351 rs3750259 ENST00000ENSG00000EFCAB1 -120 3116 1.06172
chr8 95280003 rs2514558 ENST00000ENSG00000C8orf37 -10803 4638 1.07239
chr8 1.02E+08 rs484657 ENST00000ENSG00000NCALD 220240 3981 1.06304
chr8 1.2E+08 rs62526620ENST00000ENSG00000DSCC1 6063 4443 1.03919
chr8 196791 rs4141094 ENST00000ENSG00000OR4F21 -29749 3212 1.07189
chr8 1.23E+08 rs7004974 ENST00000ENSG00000TBC1D31 69230 3803 1.06294
chr8 33473170 rs2732318 ENST00000ENSG00000FUT10 251 3760 1.05854
chr8 10489752 rs56017720ENST00000ENSG00000PRSS55 -35795 6406 1.05581
chr8 55748968 rs6995712 ENST00000ENSG00000TMEM68 24438 4525 1.06277
chr8 37789639 rs58030347ENST00000ENSG00000FGFR1 678981 2783 1.05529
chr8 5986353 rs77163940ENST00000ENSG00000ANGPT2 576690 8290 1.05583
chr8 22275324 rs4871990 ENST00000ENSG00000PIWIL2 26 4202 1.0579
chr8 10484393 rs4531008 ENST00000ENSG00000RNU6-729P 8169 6382 1.07088
chr8 1.02E+08 rs484657 ENST00000ENSG00000NCALD 220813 3981 1.07471
chr8 22251098 rs9173 ENST00000ENSG00000POLR3D 5862 4218 1.03634
chr8 19457523 rs10888163ENST00000ENSG00000CSGALNACT 225237 6608 1.05082
chr8 70653719 rs13255886ENST00000ENSG00000XKR9 -15647 4105 1.04666
chr8 1.08E+08 rs421695 ENST00000ENSG00000AP001331. 26938 4352 1.04526
chr8 73995578 rs7822407 ENST00000ENSG00000TMEM70 19382 3969 1.06565
chr8 56047352 rs11397723ENST00000ENSG00000AC046176. 3854 4582 1.06246
chr8 1.44E+08 rs10093709ENST00000ENSG00000NAPRT -25245 4025 1.04067
chr8 1.44E+08 rs10866912ENST00000ENSG00000PYCR3 36411 3950 1.05459
chr8 58586830 rs2634527 ENST00000ENSG00000AC068522. 1933 4118 1.04942
chr8 1.24E+08 rs7812363 ENST00000ENSG00000RNF139-AS 16757 4534 1.04481
chr8 1.01E+08 rs2507770 ENST00000ENSG00000GAPDHP62 6270 3358 1.06806
chr8 6670089 rs10092065ENST00000ENSG00000MCPH1-AS -21283 7729 1.05658
chr8 18071202 rs11785746ENST00000ENSG00000ASAH1 -7579 7422 1.05245
chr8 17935344 rs478420 ENST00000ENSG00000PCM1 12353 7282 1.05172
chr8 1.02E+08 rs473498 ENST00000ENSG00000NCALD 258940 3951 1.04116
chr8 1.17E+08 rs16888699ENST00000ENSG00000UTP23 -43603 3118 1.04083
chr8 38876555 rs17515466ENST00000ENSG00000TM2D2 119953 3251 1.02996
chr8 1.02E+08 rs571673 ENST00000ENSG00000NCALD 225058 4026 1.05175
chr8 84278660 rs10102787ENST00000ENSG00000CA13 -951504 2728 1.07058
chr8 78636800 rs36016235ENST00000ENSG00000PKIA 45568 4149 1.04332
chr8 10489752 rs56017720ENST00000ENSG00000PRSS55 -39661 6411 1.07708
chr8 85307806 rs1553017 ENST00000ENSG00000C8orf59 -87413 2736 1.06653
chr8 1762811 rs9022 ENST00000ENSG00000AC100810. 1527 6293 1.06196
chr8 86536761 rs9297923 ENST00000ENSG00000RMDN1 -50247 3844 1.06511
chr8 1.19E+08 rs66502152ENST00000ENSG00000CYCSP23 935552 4376 1.0501
chr8 26407177 rs12114769ENST00000ENSG00000SDAD1P1 -24225 5584 1.07056
chr8 9563451 rs7004937 ENST00000ENSG00000TNKS -157006 6692 1.04211
chr8 84924998 rs1991348 ENST00000ENSG00000ACTBP6 -23588 2617 1.04521
chr8 41741899 rs497561 ENST00000ENSG00000VDAC3 -649948 3231 1.06256
chr8 70653719 rs13255886ENST00000ENSG00000XKR9 -15690 4106 1.04634
chr8 1.43E+08 rs4614011 ENST00000ENSG00000ZNF696 -3120 4361 1.03049
chr8 1.41E+08 rs7814272 ENST00000ENSG00000AC040970. -1463 4456 1.05709
chr8 33424525 rs28575355ENST00000ENSG00000FUT10 31306 3677 1.00758
chr8 48802319 rs6415598 ENST00000ENSG00000EFCAB1 -67086 3101 1.05521
chr8 1.17E+08 rs16888699ENST00000ENSG00000UTP23 -43540 3118 1.06496
chr8 20350124 rs55638716ENST00000ENSG00000AC023403. -133 5826 1.0574
chr8 216429 rs28699605ENST00000ENSG00000ZNF596 -16158 3722 1.06755
chr8 85130332 rs7008032 ENST00000ENSG00000C8orf59 90041 2736 1.06445
chr8 1.24E+08 rs7386679 ENST00000ENSG00000C8orf76 -408322 3887 1.01011
chr8 1.08E+08 rs676654 ENST00000ENSG00000EIF3E 18623 4478 1.07286
chr8 1.43E+08 rs28529670ENST00000ENSG00000ZNF696 -1848 4361 1.05071
chr8 1.2E+08 rs6980923 ENST00000ENSG00000MRPL13 -1839 4540 1.02998
chr8 57279084 rs76944716ENST00000ENSG00000LINC00588 -460 5163 1.03209
chr8 70902405 rs4581086 ENST00000ENSG00000AC022858. -253053 4594 1.04614
chr8 1.17E+08 rs73701316ENST00000ENSG00000EIF3H 113717 3091 1.03917
chr8 78681364 rs7823970 ENST00000ENSG00000ZC2HC1A 15274 4121 1.01667
chr8 26505511 rs2197181 ENST00000ENSG00000PNMA2 7503 5700 1.04452
chr8 61492437 rs2640236 ENST00000ENSG00000ASPH 33648 4450 1.06419
chr8 1.02E+08 rs558159 ENST00000ENSG00000NCALD 267931 4026 1.00041
chr8 1.43E+08 rs74356698ENST00000ENSG00000TOP1MT 6311 4293 1.08672
chr8 1.02E+08 rs534512 ENST00000ENSG00000NCALD 271914 4026 0.997866
chr8 10489752 rs56017720ENST00000ENSG00000PRSS55 -35795 6406 1.0584
chr8 49876068 rs74540908ENST00000ENSG00000AC113145. -55125 4548 1.07771
chr8 1.23E+08 rs7006638 ENST00000ENSG00000TBC1D31 73435 3803 1.05051
chr8 581421 rs11136866ENST00000ENSG00000ERICH1 149775 5107 1.06373
chr8 2510922 rs58911548ENST00000ENSG00000AC245519. 1657 7437 1.04569
chr8 91131280 rs7843665 ENST00000ENSG00000OTUD6B-AS -61158 2920 1.02908
chr8 678003 rs1703903 ENST00000ENSG00000ERICH1 -4347 5343 1.07814
chr8 17940422 rs2285304 ENST00000ENSG00000PCM1 17411 7282 1.04525
chr8 28183195 rs59148819ENST00000ENSG00000ELP3 24614 4043 1.04395
chr8 94980245 rs10956934ENST00000ENSG00000NDUFAF6 84477 4864 1.03973
chr8 626430 rs62486186ENST00000ENSG00000ERICH1 46895 5107 1.07089
chr8 1.03E+08 rs12164188ENST00000ENSG00000SLC25A32 75018 5132 1.08974
chr8 656117 rs1669681 ENST00000ENSG00000ERICH1 -14911 5181 1.07336
chr8 1.4E+08 rs28702894ENST00000ENSG00000PTK2 849253 4232 1.06029
chr8 1.02E+08 rs558985 ENST00000ENSG00000NCALD 254959 4026 1.05418
chr8 1.09E+08 rs28407429ENST00000ENSG00000AC104248. -262542 4019 1.06415
chr8 74464938 rs10088057ENST00000ENSG00000GDAP1 101986 3839 1.05888
chr8 1.23E+08 rs10101626ENST00000ENSG00000TBC1D31 69690 3803 1.04925
chr8 1.44E+08 rs2242086 ENST00000ENSG00000AC067930. 20426 3926 1.04853
chr8 1.45E+08 rs7006228 ENST00000ENSG00000ZNF252P 23329 1303 1.03456
chr8 1.44E+08 rs7838766 ENST00000ENSG00000CPSF1 33618 2515 1.03654
chr8 1.45E+08 rs2958519 ENST00000ENSG00000ZNF251 -37889 1651 1.07476
chr8 11847630 rs2294138 ENST00000ENSG00000CTSB 878 4316 1.06954
chr8 1.44E+08 rs2721140 ENST00000ENSG00000VPS28 -7394 2427 1.08741
chr8 11849397 rs13254438ENST00000ENSG00000CTSB 180 4316 1.04849
chr8 11832913 rs1293315 ENST00000ENSG00000CTSB 17133 4317 1.06283
chr8 1.45E+08 rs77308683ENST00000ENSG00000ZNF252P -519 1282 1.04521
chr8 11850846 rs2272766 ENST00000ENSG00000CTSB 17259 4316 1.05438
chr8 85361467 rs1496527 ENST00000ENSG00000C8orf59 -141047 2738 1.05088
chr8 1372780 rs13249719ENST00000ENSG00000AF067845.1 -2948 6915 1.04858
chr8 1.03E+08 rs3098221 ENST00000ENSG00000AC012213. -54401 5111 1.05039
chr8 1.05E+08 rs67631109ENST00000ENSG00000266734 -868484 4496 1.05863
chr8 12020829 rs4840609 ENST00000ENSG00000DEFB131E -16748 4443 1.0237
chr8 1.25E+08 rs10195 ENST00000ENSG00000AC090922. -29844 4510 1.02461
chr8 212578 rs13249796ENST00000ENSG00000RPL23AP53 19632 3609 1.05994
chr8 6615835 rs1256 ENST00000ENSG00000AF287957.1 1362 7744 1.03937
chr8 85218394 rs6990449 ENST00000ENSG00000C8orf59 1980 2738 1.07298
chr8 85219234 rs67573812ENST00000ENSG00000C8orf59 1149 2738 1.07712
chr8 1.44E+08 rs59265584ENST00000ENSG00000EPPK1 1916 3672 1.04887
chr8 85209076 rs3808538 ENST00000ENSG00000C8orf59 11276 2737 1.00412
chr8 1.44E+08 rs7838766 ENST00000ENSG00000CPSF1 46237 2528 1.0459
chr8 85218394 rs6990449 ENST00000ENSG00000C8orf59 1979 2737 1.05408
chr8 11281351 rs2016285 ENST00000ENSG00000AF131216.4 3716 5790 1.04291
chr8 1762811 rs9022 ENST00000ENSG00000AC100810. -2365 6292 1.03704
chr9 33521994 rs12005354ENST00000ENSG00000ANKRD18B -2401 4227 1.04207
chr9 32457191 rs10970987ENST00000ENSG00000ACO1 72570 5283 1.0672
chr9 95976432 rs74930826ENST00000ENSG00000LINC00476 -100457 3453 1.05933
chr9 1.1E+08 rs4461968 ENST00000ENSG00000FAM206A 669770 5241 1.03951
chr9 1.25E+08 rs2067553 ENST00000ENSG00000ARPC5L -2337 2916 1.04673
chr9 97235425 rs11794422ENST00000ENSG00000ANKRD18C -14191 3243 1.03336
chr9 1.35E+08 rs10858099ENST00000ENSG00000GPSM1 -937428 4075 1.06313
chr9 185632 rs2992854 ENST00000ENSG00000CBWD1 -6575 3808 1.04495
chr9 35690533 rs13291033ENST00000ENSG00000TPM2 -612 3092 1.05329
chr9 1.26E+08 rs1548787 ENST00000ENSG00000MVB12B 169826 3290 1.07471
chr9 1.16E+08 rs72754227ENST00000ENSG00000ASTN2 1175675 4275 1.04693
chr9 97221231 rs7869959 ENST00000ENSG00000AL590705.1 17446 3371 1.0362
chr9 1.12E+08 rs700106 ENST00000ENSG00000SUSD1 17213 4707 1.07781
chr9 1.05E+08 rs10991418ENST00000ENSG00000ABCA1 1747 5124 1.04892
chr9 98271126 rs4742721 ENST00000ENSG00000TBC1D2 -57577 4329 1.03214
chr9 92325922 rs7860297 ENST00000ENSG00000CENPP 437 3949 1.04803
chr9 75069774 rs3752955 ENST00000ENSG00000NMRK1 18442 4665 1.02997
chr9 75092384 rs11144225ENST00000ENSG00000NMRK1 -4195 4668 1.0663
chr9 35109952 rs944700 ENST00000ENSG00000FAM214B 1621 3052 1.04953
chr9 34379001 rs3818830 ENST00000ENSG00000NUDT2 49494 3597 1.07299
chr9 38408691 rs7853557 ENST00000ENSG00000SLC25A51 -520098 4072 1.07697
chr9 1748334 rs10120765ENST00000ENSG00000SMARCA2 -410176 6571 1.04765
chr9 186620 rs3008111 ENST00000ENSG00000CBWD1 -7576 3994 1.07386
chr9 15035686 rs12337289ENST00000ENSG00000LDHAP4 -113353 4993 1.04396
chr9 27705487 rs62542788ENST00000ENSG00000CTAGE12P -94743 5325 1.02043
chr9 87527468 rs11793890ENST00000ENSG00000AL161787.1 2165 4851 1.05931
chr9 97221231 rs7869959 ENST00000ENSG00000VN1R51P -126594 3268 1.03077
chr9 6674672 rs62566026ENST00000ENSG00000AL354707.2 -29800 5754 1.0469
chr9 1.37E+08 rs6874 ENST00000ENSG00000SNHG7 4799 3439 1.05614
chr9 37496201 rs4878694 ENST00000ENSG00000AL158156.1 -5309 4181 1.03738
chr9 3547259 rs10814233ENST00000ENSG00000RFX3-AS1 20535 5399 1.04478
chr9 23749867 rs16923651ENST00000ENSG00000AL365204.1 -79804 3737 1.04854
chr9 96706714 rs76481767ENST00000ENSG00000AL589843.1 19657 3438 1.05937
chr9 3178863 rs10813629ENST00000ENSG00000CARM1P1 -125456 5413 1.07076
chr9 95902602 rs4743391 ENST00000ENSG00000LINC00476 -27333 3453 1.05579
chr9 3555921 rs7027862 ENST00000ENSG00000RFX3-AS1 -112245 5335 1.0573
chr9 95787982 rs1836404 ENST00000ENSG00000LINC00476 87604 3465 1.06758
chr9 3547259 rs10814233ENST00000ENSG00000AL354977.2 -100077 5318 1.06078
chr9 8840840 rs2570299 ENST00000ENSG00000PTPRD-AS1 -17295 6617 1.07156
chr9 186620 rs3008111 ENST00000ENSG00000CBWD1 -7603 3948 1.05807
chr9 1.21E+08 rs12343516ENST00000ENSG00000CUTALP -4459 3038 1.04771
chr9 95790481 rs10759883ENST00000ENSG00000LINC00476 84998 3451 1.05802
chr9 92829279 rs7873954 ENST00000ENSG00000EEF1DP2 8388 4036 1.10229
chr9 37498733 rs10973379ENST00000ENSG00000POLR1E 12784 4171 1.0286
chr9 91424691 rs10820852ENST00000ENSG00000AL353764.1 -1548 4297 1.06967
chr9 47352 rs9408289 ENST00000ENSG00000WASHC1 -17614 3438 1.05559
chr9 6680594 rs59768269ENST00000ENSG00000RNF2P1 -10587 5703 1.05171
chr9 1.21E+08 rs10818476ENST00000ENSG00000CUTALP -33341 3027 1.04355
chr9 93449784 rs7862998 ENST00000ENSG00000AL583839.1 -12664 4323 1.08292
chr9 96706714 rs76481767ENST00000ENSG00000AL589843.2 -19177 3470 1.03859
chr9 2493751 rs12216886ENST00000ENSG00000VLDLR-AS1 28267 6239 1.05323
chr9 1.21E+08 rs10818476ENST00000ENSG00000CUTALP -35115 3031 1.04952
chr9 8858303 rs77301379ENST00000ENSG00000PTPRD-AS1 172 6617 1.05327
chr9 95907537 rs1359916 ENST00000ENSG00000LINC00476 -32468 3453 1.0418
chr9 1.21E+08 rs10818476ENST00000ENSG00000CUTALP -36751 3043 1.01868
chr9 1.12E+08 rs700107 ENST00000ENSG00000AL158824.1 13655 4572 1.05662
chr9 37884240 rs2005084 ENST00000ENSG00000AL138752.1 48195 4186 1.06317
chr9 1.21E+08 rs10818476ENST00000ENSG00000CUTALP -34541 3027 1.04368
chr9 1.37E+08 rs28369482ENST00000ENSG00000ANAPC2 1707 3152 1.05263
chr9 1.27E+08 rs3118831 ENST00000ENSG00000RALGPS1 -839 3598 1.0558
chr9 75069774 rs3752955 ENST00000ENSG00000NMRK1 -2570 4665 1.04846
chr9 1.12E+08 rs4979083 ENST00000ENSG00000SUSD1 11012 4530 1.06425
chr9 1.31E+08 rs10122157ENST00000ENSG00000POMT1 -17375 3889 1.05792
chr9 1.13E+08 rs10817484ENST00000ENSG00000PRPF4 66769 4531 1.06594
chr9 75069774 rs3752955 ENST00000ENSG00000NMRK1 18434 4665 1.02689
chr9 19376260 rs67906804ENST00000ENSG00000RPS6 578 5262 1.08391
chr9 15009822 rs10961826ENST00000ENSG00000AL592293.1 16509 5000 1.05961
chr9 1.38E+08 rs10867113ENST00000ENSG00000TUBBP5 1898 1386 1.05659
chr9 1.38E+08 rs9410175 ENST00000ENSG00000TUBBP5 -22742 1366 1.066
chr9 3178863 rs10813629ENST00000ENSG00000CARM1P1 -164687 5551 1.04997
chr9 97189797 rs4014789 ENST00000ENSG00000RNU6-798P 3227 3321 1.05303
chr9 1.12E+08 rs781622 ENST00000ENSG00000AL138756.1 -127840 4709 1.03964
chr9 33732649 rs75597842ENST00000ENSG00000AL356489.2 35189 4264 1.06202
chr9 97311085 rs750674 ENST00000ENSG00000ZNF322P1 -111575 3327 1.07726
chr9 1.21E+08 rs34025993ENST00000ENSG00000CUTALP -92306 3042 1.02972
chr9 1.21E+08 rs12684934ENST00000ENSG00000CUTALP -12116 3027 1.04679
chr9 1.21E+08 rs34025993ENST00000ENSG00000CUTALP -92440 3043 1.05647
chr9 1.21E+08 rs3793638 ENST00000ENSG00000CUTALP -24295 3028 1.0578
chr9 480701 rs10974745ENST00000ENSG00000RPL12P25 2950 4878 1.07674
chr9 1.29E+08 rs3118634 ENST00000ENSG00000AL158151.4 -26860 3469 1.00796
chr9 96687008 rs10978594ENST00000ENSG00000AL589843.2 -39723 3468 1.0602
chr9 97345721 rs9696167 ENST00000ENSG00000AL590705.1 -107022 3331 1.04948
chr9 14987265 rs10756632ENST00000ENSG00000CLCN3P1 159135 4969 1.04657
chr9 19370720 rs1961991 ENST00000ENSG00000AL391834.1 1224 5269 1.04565
chr9 1.21E+08 rs10818476ENST00000ENSG00000CUTALP -35551 3035 1.05639
chr9 1.21E+08 rs12343516ENST00000ENSG00000CUTALP -4012 3033 1.04405
chr9 1.21E+08 rs34025993ENST00000ENSG00000CUTALP -91161 3037 1.05208
chr9 68513587 rs72714401ENST00000ENSG00000CBWD3 271732 1747 1.07459
chr9 92455648 rs7872739 ENST00000ENSG00000CENPP 129648 3952 1.06759
chr9 97235425 rs11794422ENST00000ENSG00000AL445670.1 -82732 3250 1.05036
chr9 33672393 rs7852664 ENST00000ENSG00000PTENP1-AS -4876 4259 1.05419
chr10 1.22E+08 rs10788269ENST00000ENSG00000BTBD16 -7952 4673 1.0417
chr10 70451241 rs10740348ENST00000ENSG00000NODAL -9575 5721 1.04587
chr10 68620741 rs12764361ENST00000ENSG00000STOX1 -206801 4917 1.0396
chr10 1.01E+08 rs3740485 ENST00000ENSG00000MRPL43 -3371 3266 1.05091
chr10 1.01E+08 rs11190787ENST00000ENSG00000MRPL43 -11372 3273 1.03998
chr10 13609707 rs11258468ENST00000ENSG00000PRPF18 22738 5819 1.04721
chr10 5684762 rs10796202ENST00000ENSG00000FAM208B -77 5939 1.05488
chr10 61680398 rs28572394ENST00000ENSG00000CABCOCO1 17436 3756 1.07948
chr10 1.03E+08 rs11191683ENST00000ENSG00000USMG5 -14427 3427 1.06175
chr10 35483474 rs3802509 ENST00000ENSG00000CCNY 146599 3795 1.06078
chr10 1.03E+08 rs4919682 ENST00000ENSG00000BORCS7 -29651 2894 1.06229
chr10 1.01E+08 rs807024 ENST00000ENSG00000MRPL43 -19303 3266 1.04212
chr10 1.32E+08 rs4612718 ENST00000ENSG00000LRRC27 13281 5356 1.05618
chr10 1.19E+08 rs10886362ENST00000ENSG00000SFXN4 157179 4560 1.06047
chr10 49562212 rs2103202 ENST00000ENSG00000ERCC6 -23187 4219 1.047
chr10 97744968 rs10882994ENST00000ENSG00000ZFYVE27 7846 3987 1.06448
chr10 1.04E+08 rs10883994ENST00000ENSG00000ITPRIP -18193 4009 1.05988
chr10 93702832 rs11187599ENST00000ENSG00000FRA10AC1 -261 3925 1.04863
chr10 38714782 rs4881568 ENST00000ENSG00000ZNF37A 620434 2999 1.03801
chr10 97421251 rs11189214ENST00000ENSG00000Y_RNA 55 3781 1.04547
chr10 68625923 rs12259612ENST00000ENSG00000COX20P1 -6449 4623 1.04795
chr10 1.19E+08 rs2297641 ENST00000ENSG00000GRK5 444 4767 1.06983
chr10 1.19E+08 rs12762732ENST00000ENSG00000SFXN4 4184 4564 1.07341
chr10 1.04E+08 rs568526 ENST00000ENSG00000GSTO2 -1482 3938 1.05146
chr10 1.01E+08 rs11230906ENST00000ENSG00000MRPL43 -4467 3258 1.04605
chr10 1E+08 rs7897454 ENST00000ENSG00000BLOC1S2 34766 3869 1.04801
chr10 98408874 rs942803 ENST00000ENSG00000PYROXD2 6309 3837 1.04782
chr10 73635018 rs3781218 ENST00000ENSG00000DNAJC9 -386157 2440 1.04721
chr10 50756905 rs1133222 ENST00000ENSG00000ASAH2B 17586 3398 1.07702
chr10 49759363 rs1258186 ENST00000ENSG00000AGAP6 -228956 3537 1.06939
chr10 42776600 rs4948689 ENST00000ENSG00000BMS1 -6202 3896 1.06132
chr10 35533852 rs1078942 ENST00000ENSG00000CCNY 196977 3795 1.03478
chr10 32921437 rs12763953ENST00000ENSG00000150076 353600 4878 1.07242
chr10 16834403 rs703059 ENST00000ENSG00000RSU1 -17021 4829 1.04396
chr10 11742089 rs3814626 ENST00000ENSG00000ECHDC3 -278 5175 1.06403
chr10 4988711 rs76938422ENST00000ENSG00000AKR1C2 15311 5717 1.05245
chr10 87208409 rs7095182 ENST00000ENSG00000NUTM2D -149260 3187 1.07103
chr10 87208409 rs7095182 ENST00000ENSG00000NUTM2A -17040 3327 1.08613
chr10 72221857 rs11000223ENST00000ENSG00000ASCC1 -5749 3952 1.06489
chr10 72436627 rs4500404 ENST00000ENSG00000MICU1 87308 3780 1.04794
chr10 73730459 rs11814282ENST00000ENSG00000AC022400. 6 2224 1.04533
chr10 80094013 rs61545595ENST00000ENSG00000MBL3P -509137 4591 1.04355
chr10 1.23E+08 rs56281581ENST00000ENSG00000ACADSB 4505 5181 1.01892
chr10 1.32E+08 rs2814155 ENST00000ENSG00000AL512622.1 -26844 5547 1.0334
chr10 1.26E+08 rs7914749 ENST00000ENSG00000FANK1 17036 4683 1.01564
chr10 46013136 rs11592181ENST00000ENSG00000PARGP1 -40983 2535 1.03906
chr10 1.19E+08 rs10749291ENST00000ENSG00000SFXN4 4465 4592 1.03
chr10 1.22E+08 rs6585799 ENST00000ENSG00000HTRA1 -313560 4926 1.05185
chr10 42325884 rs2466456 ENST00000ENSG00000BX322639. 27126 3096 1.03619
chr10 1.16E+08 rs1005000 ENST00000ENSG00000ATRNL1 49384 3592 1.05444
chr10 18533738 rs4748483 ENST00000ENSG00000AL450384.2 11912 5936 1.05846
chr10 29475646 rs10740806ENST00000ENSG00000SVIL-AS1 66073 5847 1.0568
chr10 49892796 rs4495813 ENST00000ENSG00000LINC00843 -79968 3516 1.04056
chr10 79832396 rs4097131 ENST00000ENSG00000NUTM2B 129168 4724 1.03488
chr10 42430039 rs2801948 ENST00000ENSG00000LINC00839 -45505 3371 1.05793
chr10 79832396 rs4097131 ENST00000ENSG00000NUTM2E -8963 4767 1.06771
chr10 48154966 rs17779908ENST00000ENSG00000AL591684.2 -601453 1203 1.04388
chr10 91797862 rs2066276 ENST00000ENSG00000TNKS2-AS1 333 3611 1.05694
chr10 91873305 rs2487514 ENST00000ENSG00000TNKS2-AS1 -75015 3610 1.02283
chr10 27219029 rs11015613ENST00000ENSG00000ARMC4 768419 5358 1.04049
chr10 1.04E+08 rs276209 ENST00000ENSG00000AL162742.1 -10601 4017 1.04964
chr10 43975836 rs4948800 ENST00000ENSG00000RPL21P88 344888 5362 1.03275
chr10 1.22E+08 rs10887024ENST00000ENSG00000ATE1-AS1 324 4851 1.05587
chr10 35456424 rs10764044ENST00000ENSG00000AL117336.1 -225827 3733 1.06946
chr10 1.2E+08 rs196255 ENST00000ENSG00000TXNP1 -36827 4789 1.05702
chr10 68282358 rs75326092ENST00000ENSG00000AC016395. -39980 4157 1.04581
chr10 27072051 rs7902690 ENST00000ENSG00000ANKRD26 -57373 5596 1.05716
chr10 1.01E+08 rs701834 ENST00000ENSG00000MRPL43 -14612 3266 1.01785
chr10 27309166 rs9787502 ENST00000ENSG00000LRRC37A6P -57374 5431 1.06015
chr10 48202634 rs4838578 ENST00000ENSG00000BMS1P2 -650716 1254 1.04841
chr10 1.02E+08 rs10883723ENST00000ENSG00000MFSD13A 93 2514 1.01518
chr10 48154966 rs17779908ENST00000ENSG00000AGAP9 -631329 1132 1.04308
chr10 79671436 rs2983800 ENST00000ENSG00000AL132656.1 13546 4718 1.06123
chr10 42520112 rs7074806 ENST00000ENSG00000ZNF37BP 933 3486 1.06478
chr10 44569992 rs34608530ENST00000ENSG00000ZNF32-AS1 926119 5375 1.08491
chr10 45719983 rs2442927 ENST00000ENSG00000AGAP10P 41290 2977 1.04021
chr10 78703084 rs157994 ENST00000ENSG00000AC016820. -6063 4262 1.01793
chr10 50063299 rs10825022ENST00000ENSG00000FAM21EP 4503 3519 1.04282
chr10 26942860 rs11015404ENST00000ENSG00000232224 -7938 5623 1.05655
chr10 1.19E+08 rs2275111 ENST00000ENSG00000SFXN4 6262 4593 1.0448
chr10 1.02E+08 rs10786643ENST00000ENSG00000POLL -52060 2831 1.05354
chr10 3172501 rs55634178ENST00000ENSG00000PITRM1 -23103 6119 1.05904
chr10 87060835 rs17096421ENST00000ENSG00000GLUD1 216 3332 1.05338
chr10 1.19E+08 rs10749291ENST00000ENSG00000SFXN4 4546 4570 1.05959
chr10 48311212 rs10437448ENST00000ENSG00000MAPK8 -113978 3163 1.07608
chr10 38592920 rs7078188 ENST00000ENSG00000HSD17B7P2 236464 2677 1.02146
chr10 12148526 rs11257565ENST00000ENSG00000SEC61A2 18823 5562 1.05311
chr10 97759340 rs1981237 ENST00000ENSG00000ZFYVE27 1697 3985 1.06137
chr10 1.04E+08 rs276204 ENST00000ENSG00000GSTO2 656 3937 1.03741
chr10 1.04E+08 rs641071 ENST00000ENSG00000GSTO2 -6522 3937 1.0466
chr10 97633477 rs11189303ENST00000ENSG00000MORN4 22 3947 1.03123
chr10 86881595 rs7915252 ENST00000ENSG00000BMPR1A 42655 3507 1.06713
chr10 84245117 rs2279227 ENST00000ENSG00000RGR 27 5430 1.06981
chr10 87060835 rs17096421ENST00000ENSG00000GLUD1 -456 3321 1.05036
chr10 1.02E+08 rs11598186ENST00000ENSG00000ACTR1A 16116 2522 1.05736
chr10 58248600 rs2590331 ENST00000ENSG00000CISD1 -24834 4660 1.05605
chr10 89427876 rs304412 ENST00000ENSG00000LIPA -85218 4535 1.06263
chr10 1.03E+08 rs12767131ENST00000ENSG00000ACTR1A -24496 2527 1.03617
chr10 99603477 rs7907073 ENST00000ENSG00000COX15 113168 3619 1.0606
chr10 12250287 rs12779647ENST00000ENSG00000CDC123 4232 5563 1.04901
chr10 1.04E+08 rs641071 ENST00000ENSG00000GSTO2 -26877 3967 1.06211
chr10 35270913 rs10827497ENST00000ENSG00000RNU6-794P -39520 3741 1.03852
chr10 28532515 rs61848475ENST00000ENSG00000WAC-AS1 227 5546 1.05716
chr10 1.01E+08 rs2495736 ENST00000ENSG00000AL133352.1 -48783 3806 1.08301
chr10 48244163 rs14453560ENST00000ENSG00000BMS1P2 -692210 1252 1.05417
chr10 4816270 rs56767310ENST00000ENSG00000AKR1E2 29640 5846 1.02687
chr10 33046046 rs10827175ENST00000ENSG00000CCDC7 594424 4714 1.05561
chr10 27231245 rs2780669 ENST00000ENSG00000AL355493.2 -112192 5489 1.06422
chr10 27214889 rs12217860ENST00000ENSG00000AL160291.1 -28242 5425 1.02313
chr10 27214889 rs12217860ENST00000ENSG00000ARMC4P1 -43874 5444 1.05656
chr10 46000002 rs10822298ENST00000ENSG00000AGAP7P -109620 2111 1.06803
chr10 48181715 rs72792220ENST00000ENSG00000AGAP12P -150117 2568 1.05988
chr10 65660681 rs76703148ENST00000ENSG00000LINC01515 44943 6281 1.06056
chr10 65561738 rs78306581ENST00000ENSG00000LINC01515 -53996 6281 1.04524
chr10 79639188 rs1250995 ENST00000ENSG00000NUTM2B-A 127135 4716 1.02704
chr10 79688087 rs7900758 ENST00000ENSG00000NUTM2B-A 78236 4722 1.06996
chr10 65688637 rs75652630ENST00000ENSG00000LINC01515 72899 6281 1.06033
chr10 65688637 rs75652630ENST00000ENSG00000LINC01515 72903 6281 1.04213
chr10 48162047 rs2438988 ENST00000ENSG00000BMS1P7 -102032 2693 1.03211
chr10 1.03E+08 rs2902548 ENST00000ENSG00000SFXN2 12993 2663 1.06748
chr10 1.21E+08 rs7921767 ENST00000ENSG00000WDR11 4432 5193 1.06177
chr10 35368475 rs731544 ENST00000ENSG00000AL117336.3 -32075 3777 1.05959
chr10 47435621 rs4013507 ENST00000ENSG00000AL591684.2 117861 1181 1.04261
chr10 80432957 rs8735 ENST00000ENSG00000FAM213A 24463 4996 1.03274
chr10 50593615 rs17496500ENST00000ENSG00000SGMS1 31547 3129 1.05953
chr10 38143769 rs16937696ENST00000ENSG00000AL117339.4 6431 2933 1.02229
chr10 1.01E+08 rs11597119ENST00000ENSG00000AL138762.1 -1853 3355 1.03692
chr10 86753161 rs58334200ENST00000ENSG00000AC067750. 3136 3508 1.07349
chr10 42143108 rs7919062 ENST00000ENSG00000BX322639. 224824 3100 1.06077
chr10 42306185 rs28971522ENST00000ENSG00000BX322639. 61770 3127 1.0502
chr10 32895730 rs7914799 ENST00000ENSG00000AL365203.2 -6420 5120 1.05412
chr10 42231292 rs7100308 ENST00000ENSG00000BX322639. 136681 3086 1.06003
chr10 48181715 rs72792220ENST00000ENSG00000PTPN20CP -62261 2733 1.03665
chr10 46000002 rs10822298ENST00000ENSG00000AGAP4 -152544 2645 1.05106
chr10 65613509 rs16921614ENST00000ENSG00000LINC01515 -2218 6281 1.0668
chr10 1E+08 rs7084368 ENST00000ENSG00000BLOC1S2 104060 3872 1.04632
chr10 1.22E+08 rs10887024ENST00000ENSG00000AL731566.2 -28146 4785 1.06228
chr10 1.22E+08 rs10887024ENST00000ENSG00000AL731566.1 -37128 4775 1.04107
chr10 65561738 rs78306581ENST00000ENSG00000LINC01515 -8776 6224 1.07778
chr10 46030274 rs7909927 ENST00000ENSG00000AGAP14P -306951 1880 1.02297
chr11 1.25E+08 rs57285397ENST00000ENSG00000SPA17 5826 4747 1.0461
chr11 1.25E+08 rs7939412 ENST00000ENSG00000MSANTD2 26875 4828 1.05493
chr11 57516515 rs2848626 ENST00000ENSG00000TIMM10 14249 4131 1.03992
chr11 1.19E+08 rs2277295 ENST00000ENSG00000IFT46 20537 3925 1.03591
chr11 96382580 rs11021563ENST00000ENSG00000CCDC82 5323 4389 1.0844
chr11 18457664 rs11605559ENST00000ENSG00000LDHAL6A 1779 4716 1.06207
chr11 6678729 rs76217029ENST00000ENSG00000MRPL17 4671 5704 1.03375
chr11 60385111 rs950802 ENST00000ENSG00000MS4A7 6628 3230 1.04487
chr11 65828226 rs11195339ENST00000ENSG00000SNX32 -5416 2357 1.07741
chr11 7992932 rs4758267 ENST00000ENSG00000EIF3F 5611 5135 1.05899
chr11 5890112 rs1349771 ENST00000ENSG00000UBQLN3 -380128 7018 1.02767
chr11 834802 rs6597977 ENST00000ENSG00000CD151 1849 4469 1.06586
chr11 94478882 rs535801 ENST00000ENSG00000MRE11 15025 3766 1.04419
chr11 94395789 rs59678918ENST00000ENSG00000MRE11 98084 3764 1.05158
chr11 93704844 rs6483262 ENST00000ENSG00000TAF1D 36649 4113 1.06622
chr11 5247910 rs6578592 ENST00000ENSG00000HBG1 1981 7023 1.05185
chr11 74960055 rs12577614ENST00000ENSG00000XRRA1 -10869 3402 1.05706
chr11 63398465 rs7104584 ENST00000ENSG00000BSCL2 -691068 3575 1.05789
chr11 62823457 rs12288096ENST00000ENSG00000SLC3A2 -32646 3503 1.04152
chr11 5883817 rs1349766 ENST00000ENSG00000UBQLNL -367113 6988 1.06081
chr11 5243876 rs12417960ENST00000ENSG00000HBG2 261728 7026 1.05991
chr11 5269140 rs67385638ENST00000ENSG00000HBG2 376648 7026 1.05015
chr11 1349821 rs77307383ENST00000ENSG00000IGF2 787468 5338 1.04895
chr11 1956322 rs12812 ENST00000ENSG00000MRPL23 9043 5262 1.035
chr11 1.18E+08 rs12577841ENST00000ENSG00000KMT2A -157948 3959 1.04688
chr11 20283539 rs11529172ENST00000ENSG00000NAV2 569941 5054 1.04788
chr11 679915 rs28392994ENST00000ENSG00000TMEM80 -15729 4116 1.04647
chr11 509333 rs7114673 ENST00000ENSG00000RNH1 -2534 3346 1.06157
chr11 61473908 rs896829 ENST00000ENSG00000TMEM216 81514 3505 1.06216
chr11 5894579 rs1453438 ENST00000ENSG00000OLFM5P -369625 6966 1.05122
chr11 9916005 rs11234492ENST00000ENSG00000ZNF143 454356 4466 1.06241
chr11 96364768 rs11021552ENST00000ENSG00000CCDC82 20221 4390 1.05246
chr11 1.31E+08 rs73028875ENST00000ENSG00000SNX19 -16827 4745 1.03621
chr11 74960055 rs12577614ENST00000ENSG00000XRRA1 -95942 3398 1.05911
chr11 8526636 rs35091649ENST00000ENSG00000STK33 67332 4842 1.05854
chr11 5884114 rs7108789 ENST00000ENSG00000OR52T1P -316499 6799 1.0402
chr11 1.17E+08 rs7107702 ENST00000ENSG00000AP000936. 102622 4966 1.06853
chr11 450763 rs55768561ENST00000ENSG00000RNH1 56021 3346 1.05958
chr11 5850601 rs1013377 ENST00000ENSG00000OR51B8P -519242 7197 1.03907
chr11 1.24E+08 rs17741341ENST00000ENSG00000GRAMD1B -501 5216 1.04914
chr11 10825834 rs12282825ENST00000ENSG00000SNORD97 -24227 5738 1.0473
chr11 2915427 rs440150 ENST00000ENSG00000SLC22A18 -720 4759 1.02957
chr11 32159394 rs60286075ENST00000ENSG00000PAX6 -355351 3086 1.03013
chr11 70411563 rs679455 ENST00000ENSG00000CTTN 13025 4274 1.04419
chr11 67640438 rs2447588 ENST00000ENSG00000DOC2GP -26855 2182 1.0624
chr11 77927421 rs949171 ENST00000ENSG00000AP002812. -58227 4068 1.05285
chr11 82695729 rs72942422ENST00000ENSG00000MIR4300HG -291817 5685 1.03784
chr11 66301844 rs12575699ENST00000ENSG00000ACTN3 -244552 1992 1.00596
chr11 5832959 rs1453442 ENST00000ENSG00000OR51K1P -401358 7123 1.03843
chr11 61474751 rs730338 ENST00000ENSG00000TMEM216 83063 3506 1.07117
chr11 1.25E+08 rs56398391ENST00000ENSG00000FEZ1 12065 4624 1.04993
chr11 74803558 rs61894779ENST00000ENSG00000XRRA1 145572 3326 1.06873
chr11 1.25E+08 rs582108 ENST00000ENSG00000FEZ1 12974 4628 1.06663
chr11 1.31E+08 rs7110591 ENST00000ENSG00000SNX19 8603 4755 1.04054
chr11 45351929 rs12418562ENST00000ENSG00000AC103736. -3572 3802 1.07971
chr11 8683933 rs7951084 ENST00000ENSG00000RPL27A 1143 4480 1.03796
chr11 1.2E+08 rs4272793 ENST00000ENSG00000CCDC84 799408 3997 1.03608
chr11 6601627 rs11826421ENST00000ENSG00000AC084337. -112251 5866 1.04075
chr11 75040691 rs11236303ENST00000ENSG00000AP001992. 121861 3340 1.05274
chr11 78571587 rs4945300 ENST00000ENSG00000NARS2 -5321 4189 1.0607
chr11 77587247 rs12417215ENST00000ENSG00000CLNS1A 50557 4299 1.0394
chr11 8965240 rs2742485 ENST00000ENSG00000TMEM9B-A 564 4379 1.04622
chr11 49230448 rs613429 ENST00000ENSG00000FOLH1 -54489 3847 1.00067
chr11 96364768 rs11021552ENST00000ENSG00000CCDC82 25150 4400 1.04021
chr11 66480225 rs2279863 ENST00000ENSG00000CTSF 88615 2008 1.04002
chr11 74948257 rs9787897 ENST00000ENSG00000XRRA1 -26959 3339 1.07601
chr11 1.24E+08 rs12794996ENST00000ENSG00000ZNF202 -3008 4998 1.0416
chr11 31371877 rs61879923ENST00000ENSG00000DNAJC24 2012 2935 1.04627
chr11 1.31E+08 rs6590519 ENST00000ENSG00000SNX19 38612 4745 1.04344
chr11 65198697 rs17881590ENST00000ENSG00000AP003068. -16864 2619 1.06894
chr11 65835781 rs7107912 ENST00000ENSG00000EFEMP2 34140 2315 1.05019
chr11 78133835 rs3133239 ENST00000ENSG00000ALG8 5813 4004 1.06043
chr11 1.19E+08 rs7928371 ENST00000ENSG00000PHLDB1 16066 4020 1.05493
chr11 74948888 rs2119028 ENST00000ENSG00000XRRA1 227 3398 1.05784
chr11 1.31E+08 rs77272503ENST00000ENSG00000SNX19 -31052 4744 1.06468
chr11 66288671 rs3132851 ENST00000ENSG00000PACS1 218307 2163 1.07119
chr11 1.25E+08 rs11219981ENST00000ENSG00000PKNOX2 74995 4779 1.04836
chr11 78148987 rs1263730 ENST00000ENSG00000KCTD21-AS 9171 4010 1.06361
chr11 44066439 rs2074038 ENST00000ENSG00000ACCS -9093 4648 1.09039
chr11 65937961 rs531612 ENST00000ENSG00000EFEMP2 -64370 2314 1.06675
chr11 75398824 rs3133186 ENST00000ENSG00000RPS3 -708 3413 1.07091
chr11 30284893 rs6484478 ENST00000ENSG00000AC124657. -200551 3358 1.02754
chr11 34904791 rs1117050 ENST00000ENSG00000APIP 11559 5018 1.05003
chr11 86282791 rs11234601ENST00000ENSG00000HIKESHI -19461 4642 1.04518
chr11 33076282 rs2273552 ENST00000ENSG00000TCP11L1 36495 3859 1.0528
chr11 93743461 rs7943266 ENST00000ENSG00000C11orf54 1869 4109 1.06228
chr11 8153419 rs10743052ENST00000ENSG00000RIC3 15588 5106 1.06122
chr11 74491959 rs3741128 ENST00000ENSG00000POLD3 -1893 3430 1.01663
chr11 1.34E+08 rs9783310 ENST00000ENSG00000AP004608. 3571 4353 1.07814
chr11 71443774 rs12422045ENST00000ENSG00000NADSYN1 -9444 3477 1.07444
chr11 61961591 rs195156 ENST00000ENSG00000BSCL2 747472 3566 1.06846
chr11 8683981 rs61875926ENST00000ENSG00000RPL27A 1192 4480 1.0841
chr11 71452973 rs11600860ENST00000ENSG00000AP002387. 4298 3478 1.04426
chr11 49017931 rs4459309 ENST00000ENSG00000FOLH1 190395 3857 1.03521
chr11 83237992 rs529129 ENST00000ENSG00000CCDC90B 48414 4508 1.07172
chr11 83520321 rs1432044 ENST00000ENSG00000CCDC90B -234112 4506 1.06057
chr11 6682820 rs16917042ENST00000ENSG00000MRPL17 475 5694 1.03346
chr11 2973955 rs4758617 ENST00000ENSG00000NAP1L4 15312 4724 1.035
chr11 65828226 rs11195339ENST00000ENSG00000SNX32 -5754 2357 1.07426
chr11 96386441 rs12273522ENST00000ENSG00000CCDC82 -1673 4403 1.05168
chr11 223119 rs3782116 ENST00000ENSG00000RIC8A 12754 2579 1.03461
chr11 78159440 rs1144764 ENST00000ENSG00000KCTD21-AS 19644 4010 1.04651
chr11 74998997 rs10899053ENST00000ENSG00000XRRA1 -146934 3400 1.04278
chr11 1.31E+08 rs77272503ENST00000ENSG00000SNX19 -19134 4745 1.04465
chr11 65832185 rs77779142ENST00000ENSG00000CFL1 24287 2334 1.04372
chr11 75151311 rs2851069 ENST00000ENSG00000SLCO2B1 -478 3153 1.01535
chr11 74986878 rs725460 ENST00000ENSG00000XRRA1 -37699 3244 1.03654
chr11 30244823 rs642126 ENST00000ENSG00000ARL14EP -83214 3157 1.06662
chr11 78166323 rs230667 ENST00000ENSG00000ALG8 -27066 4021 1.04558
chr11 77875864 rs648601 ENST00000ENSG00000AP002812. -5774 4071 1.06139
chr11 62614011 rs72927237ENST00000ENSG00000B3GAT3 8142 3621 1.03784
chr11 44066439 rs2074038 ENST00000ENSG00000ACCS -14072 4648 1.06299
chr11 65835781 rs7107912 ENST00000ENSG00000SNX32 1837 2357 1.05976
chr11 83239697 rs574982 ENST00000ENSG00000AP000873. -26319 4530 1.04333
chr11 17476510 rs77889556ENST00000ENSG00000ABCC8 -48418 4004 1.0729
chr11 9534570 rs7102407 ENST00000ENSG00000RPL27A 851781 4480 1.04225
chr11 70267263 rs658590 ENST00000ENSG00000PPFIA1 -4645 4161 1.05791
chr11 10822185 rs11042972ENST00000ENSG00000EIF4G2 -15923 5740 1.05043
chr11 68031100 rs1122731 ENST00000ENSG00000AC004923.4 -640 2767 1.06055
chr11 8680595 rs10840107ENST00000ENSG00000RPL27A -2198 4480 1.08249
chr11 10806814 rs10743151ENST00000ENSG00000EIF4G2 1213 5738 1.07475
chr11 34904791 rs1117050 ENST00000ENSG00000APIP -14051 5024 1.03597
chr11 8965891 rs2568092 ENST00000ENSG00000TMEM9B-A 842 4380 1.04696
chr11 1.12E+08 rs12283162ENST00000ENSG00000BCO2 -28135 3330 1.05495
chr11 74597974 rs61901537ENST00000ENSG00000POLD3 5417 3483 1.0737
chr11 78074580 rs12276887ENST00000ENSG00000KCTD21-AS -65192 4010 1.05342
chr11 1.34E+08 rs10894829ENST00000ENSG00000AP004608. -8791 4310 1.02775
chr11 3120514 rs34950527ENST00000ENSG00000OSBPL5 -528 4535 1.07532
chr11 66001985 rs1047464 ENST00000ENSG00000BANF1 -597 2229 1.07717
chr11 45272601 rs4755308 ENST00000ENSG00000SYT13 13465 3934 1.05789
chr11 10793531 rs4298898 ENST00000ENSG00000EIF4G2 14145 5742 1.06129
chr11 1.17E+08 rs12797557ENST00000ENSG00000CEP164 19450 5076 1.05917
chr11 1.17E+08 rs74830 ENST00000ENSG00000TAGLN 18675 5134 1.04273
chr11 77603019 rs7930885 ENST00000ENSG00000CLNS1A 10021 4303 1.0381
chr11 74949098 rs2165163 ENST00000ENSG00000XRRA1 -12183 3325 1.05785
chr11 1.25E+08 rs56398391ENST00000ENSG00000FEZ1 19319 4614 1.07222
chr11 2980584 rs12292300ENST00000ENSG00000NAP1L4 11673 4725 1.03693
chr11 8435690 rs10769907ENST00000ENSG00000STK33 158464 5081 1.04563
chr11 225466 rs6598070 ENST00000ENSG00000PSMD13 -11512 2635 1.08355
chr11 8683981 rs61875926ENST00000ENSG00000RPL27A 1188 4480 1.03783
chr11 62348150 rs72921501ENST00000ENSG00000FTH1 -380565 3206 1.07589
chr11 65788053 rs10896045ENST00000ENSG00000CFL1 69489 2335 1.05503
chr11 5837073 rs10838711ENST00000ENSG00000OR52E8 20660 6620 1.0521
chr11 94420759 rs1257769 ENST00000ENSG00000MRE11 73074 3782 1.03915
chr11 72787955 rs4944796 ENST00000ENSG00000STARD10 5701 2826 1.04865
chr11 94453355 rs509744 ENST00000ENSG00000AP000786. 20214 3785 1.03641
chr11 95835593 rs473852 ENST00000ENSG00000CEP57 45079 3922 1.0413
chr11 64222830 rs72920394ENST00000ENSG00000TRPT1 3039 2740 1.03026
chr11 69096881 rs4930652 ENST00000ENSG00000AP003071. -6613 4424 1.03535
chr11 69087895 rs3829241 ENST00000ENSG00000259799 -71192 4547 1.03005
chr11 1.25E+08 rs34912904ENST00000ENSG00000FEZ1 6172 4615 1.04484
chr11 46688561 rs72912175ENST00000ENSG00000MIR5582 64630 2316 1.0226
chr11 2342428 rs800122 ENST00000ENSG00000RPL26P30 -6653 5438 1.05633
chr11 1.19E+08 rs1786685 ENST00000ENSG00000AP003392. -2570 4024 1.06073
chr11 1.19E+08 rs1784295 ENST00000ENSG00000AP004609. -1032 3961 1.0485
chr11 67436871 rs12787021ENST00000ENSG00000CORO1B 6612 2163 1.06409
chr11 211862 rs12421799ENST00000ENSG00000PSMD13 -25135 2635 1.05555
chr11 90223420 rs3758758 ENST00000ENSG00000AP002364. 266 3818 1.03416
chr11 93415651 rs2608215 ENST00000ENSG00000AP003969. -126749 3848 1.06053
chr11 780827 rs4963156 ENST00000ENSG00000AP006621. 1209 4326 1.06133
chr11 74960055 rs12577614ENST00000ENSG00000AP000560. -127546 3396 1.0415
chr11 47694829 rs10838748ENST00000ENSG00000280615 -79836 2953 1.05482
chr12 98392690 rs76513421ENST00000ENSG00000SLC25A3 -200936 3840 1.07236
chr12 1.09E+08 rs16940069ENST00000ENSG00000KCTD10 248217 3455 1.05406
chr12 80735743 rs73135541ENST00000ENSG00000MYF6 28244 3577 1.07241
chr12 1.13E+08 rs2285932 ENST00000ENSG00000OAS3 10792 3559 1.06246
chr12 68740170 rs7962663 ENST00000ENSG00000NUP107 53435 4394 1.05807
chr12 1.24E+08 rs61678733ENST00000ENSG00000DDX55 7527 3919 1.06617
chr12 1.3E+08 rs78310960ENST00000ENSG00000PIWIL1 -10545 6346 1.04573
chr12 1.11E+08 rs2239194 ENST00000ENSG00000ALDH2 -320948 2150 1.04856
chr12 49113744 rs77899360ENST00000ENSG00000LMBR1L -2847 3361 1.03645
chr12 63680314 rs11533676ENST00000ENSG00000DPY19L2 -11773 4019 1.05065
chr12 1.2E+08 rs2074540 ENST00000ENSG00000RPLP0 2360 4095 1.05402
chr12 7433375 rs10845159ENST00000ENSG00000CD163L1 10809 3924 1.04869
chr12 12360063 rs10772555ENST00000ENSG00000BORCS5 2941 4247 1.05984
chr12 1.23E+08 rs61955196ENST00000ENSG00000ARL6IP4 -13590 3574 1.04927
chr12 42311144 rs34725377ENST00000ENSG00000PPHLN1 -15031 4935 1.06303
chr12 643194 rs55800929ENST00000ENSG00000AC021054. 212 3471 1.04225
chr12 63701003 rs7298897 ENST00000ENSG00000DPY19L2 -32427 4013 1.05688
chr12 14812398 rs12146742ENST00000ENSG00000C12orf60 8825 3740 1.05852
chr12 1.31E+08 rs4759525 ENST00000ENSG00000STX2 -4487 6321 1.04606
chr12 14776733 rs3748289 ENST00000ENSG00000HIST4H4 -5603 3806 1.04249
chr12 93457126 rs11107039ENST00000ENSG00000MRPL42 -10393 4501 1.0707
chr12 56116853 rs1689512 ENST00000ENSG00000RPL41 219 2959 1.03504
chr12 10550852 rs16915318ENST00000ENSG00000KLRC1 -97505 5016 1.0545
chr12 75379684 rs12369556ENST00000ENSG00000GLIPR1L2 -11418 4169 1.06317
chr12 10489878 rs10743899ENST00000ENSG00000KLRC2 -53886 4968 1.03491
chr12 1.24E+08 rs786441 ENST00000ENSG00000SNORA9B -38513 3953 1.04581
chr12 1.09E+08 rs8179121 ENST00000ENSG00000SELPLG -6011 4592 1.03875
chr12 10968354 rs7308933 ENST00000ENSG00000TAS2R15P -3003 4791 1.05615
chr12 11176054 rs1863848 ENST00000ENSG00000TAS2R13 -266493 4850 1.04268
chr12 1.14E+08 rs7977045 ENST00000ENSG00000RBM19 148108 4973 1.0472
chr12 53672959 rs10876481ENST00000ENSG00000ATP5G2 3365 3587 1.06166
chr12 18737853 rs7133682 ENST00000ENSG00000AEBP2 -701822 5093 1.04604
chr12 1.13E+08 rs12824200ENST00000ENSG00000SDSL -50781 4503 1.05401
chr12 9943487 rs74065411ENST00000ENSG00000LINC02470 7 4981 1.05866
chr12 63697607 rs7298722 ENST00000ENSG00000DPY19L2 -113446 4012 1.04639
chr12 1.04E+08 rs59014318ENST00000ENSG00000NT5DC3 -372528 4635 1.05194
chr12 7433375 rs10845159ENST00000ENSG00000CD163L1 10770 3924 1.02908
chr12 1.23E+08 rs4275659 ENST00000ENSG00000C12orf65 -270057 3625 1.04666
chr12 9656466 rs7302110 ENST00000ENSG00000GOT2P3 14742 4872 1.04722
chr12 31076551 rs4931427 ENST00000ENSG00000DDX11 2682 6088 1.05956
chr12 1.33E+08 rs7977432 ENST00000ENSG00000CHFR 33592 2842 1.05275
chr12 50751180 rs59284993ENST00000ENSG00000DAZAP2 -487545 3424 1.045
chr12 1.13E+08 rs10850097ENST00000ENSG00000OAS1 16461 3475 1.06233
chr12 1.12E+08 rs7962814 ENST00000ENSG00000ADAM1B -55252 2123 1.05844
chr12 9943487 rs74065411ENST00000ENSG00000CLEC2A -11107 4991 1.06329
chr12 1.22E+08 rs7132055 ENST00000ENSG00000RNU7-170P 24 3744 1.06055
chr12 1.1E+08 rs10744765ENST00000ENSG00000ARPC3 -8693 2532 1.07738
chr12 48124481 rs10875746ENST00000ENSG00000AC004801. -68891 4790 1.07732
chr12 57792811 rs4301823 ENST00000ENSG00000AC025165. 19782 3248 1.04695
chr12 7485173 rs61729512ENST00000ENSG00000TPI1 615155 4389 1.04499
chr12 946864 rs12822733ENST00000ENSG00000RAD52 2817 4055 1.05038
chr12 53628818 rs7970462 ENST00000ENSG00000ATP5G2 45202 3587 1.05666
chr12 11179375 rs6488357 ENST00000ENSG00000LINC01252 -368656 4602 1.07393
chr12 11015164 rs10845290ENST00000ENSG00000TAS2R50 -28253 4759 1.08085
chr12 54182016 rs2233921 ENST00000ENSG00000SMUG1 1916 3657 1.05231
chr12 10610637 rs10845182ENST00000ENSG00000KLRA1P -10969 5201 1.06126
chr12 9478686 rs4764211 ENST00000ENSG00000AC092821. 11133 4600 1.05768
chr12 9478766 rs4763426 ENST00000ENSG00000AC092821. -78549 4718 1.06987
chr12 6892617 rs58657431ENST00000ENSG00000SPSB2 -19333 4394 1.02436
chr12 1.23E+08 rs6416298 ENST00000ENSG00000RSRC2 -9191 3260 1.05634
chr12 1.22E+08 rs7398014 ENST00000ENSG00000RSRC2 67506 3266 1.08205
chr12 11143135 rs1839859 ENST00000ENSG00000TAS2R43 -50823 4865 1.06319
chr12 1.04E+08 rs10861192ENST00000ENSG00000TXNRD1 24720 4814 1.05562
chr12 11053074 rs4763236 ENST00000ENSG00000TAS2R64P 26096 4842 1.07618
chr12 11118943 rs1817044 ENST00000ENSG00000PRR4 52669 4846 1.04235
chr12 7277090 rs12578975ENST00000ENSG00000PEX5 87000 4038 1.05319
chr12 4604384 rs1860344 ENST00000ENSG00000DYRK4 -574 4715 1.04357
chr12 10507854 rs7963827 ENST00000ENSG00000KLRC1 -53170 5003 1.03407
chr12 27699051 rs76851022ENST00000ENSG00000AC009509. 11718 4684 0.970202
chr12 10521675 rs59466049ENST00000ENSG00000KLRC2 -79376 4968 1.04886
chr12 10534743 rs7969078 ENST00000ENSG00000KLRC2 -100838 4968 1.04445
chr12 1.33E+08 rs11146969ENST00000ENSG00000POLE 76547 3323 1.05172
chr12 1.1E+08 rs11610418ENST00000ENSG00000MMAB 45422 3248 1.04607
chr12 11176054 rs1863848 ENST00000ENSG00000TAS2R14 -236792 4810 1.0436
chr12 1.32E+08 rs7960977 ENST00000ENSG00000EP400NL 23466 4762 1.05804
chr12 10550852 rs16915318ENST00000ENSG00000SLC25A39P 682 5195 1.01938
chr12 10550852 rs16915318ENST00000ENSG00000KLRC1 -99559 5019 1.05504
chr12 95656223 rs7955483 ENST00000ENSG00000HAL 340120 4816 0.996935
chr12 1.32E+08 rs11246977ENST00000ENSG00000LINC02361 532 4607 1.07072
chr12 11176054 rs1863848 ENST00000ENSG00000TAS2R20 -178180 4763 1.05103
chr12 10442249 rs10909609ENST00000ENSG00000AC068775. -6249 4966 1.08442
chr12 894273 rs12424810ENST00000ENSG00000RAD52 55391 4058 1.02052
chr12 8371087 rs9300140 ENST00000ENSG00000LINC00937 19249 4177 1.02587
chr12 11001562 rs12320640ENST00000ENSG00000TAS2R30 133081 4773 1.05351
chr12 9280887 rs2113899 ENST00000ENSG00000AC009533. 3651 4511 1.06128
chr12 1.24E+08 rs61678733ENST00000ENSG00000DDX55 4753 3928 1.05761
chr12 1.18E+08 rs76896486ENST00000ENSG00000WSB2 37766 4696 1.06965
chr12 4604842 rs2286576 ENST00000ENSG00000DYRK4 14763 4714 1.05046
chr12 10986084 rs10772397ENST00000ENSG00000LINC01252 -570883 4567 1.05574
chr12 11068192 rs2708375 ENST00000ENSG00000PRR4 103267 4790 1.03843
chr12 8921663 rs1805741 ENST00000ENSG00000PHC1 4007 3940 1.02739
chr12 1.25E+08 rs7309653 ENST00000ENSG00000UBC 3791 5039 1.03824
chr12 10999000 rs10772408ENST00000ENSG00000TAS2R63P 50255 4770 1.05015
chr12 1.22E+08 rs1168672 ENST00000ENSG00000RHOF 10902 3839 1.04698
chr12 6837381 rs4963510 ENST00000ENSG00000P3H3 6092 4365 1.04803
chr12 31089791 rs41313157ENST00000ENSG00000DDX11 2214 6097 1.04823
chr12 1.33E+08 rs7971439 ENST00000ENSG00000ANKLE2 35035 3085 1.05534
chr12 1.33E+08 rs7314723 ENST00000ENSG00000ZNF84 85139 2560 1.06252
chr12 11178495 rs7350611 ENST00000ENSG00000AC006518. -282614 4841 1.06172
chr12 1.23E+08 rs1790094 ENST00000ENSG00000ABCB9 -120493 3630 1.0533
chr12 1.31E+08 rs7295705 ENST00000ENSG00000AC073912. -4719 6338 1.02909
chr12 31108764 rs2005900 ENST00000ENSG00000DDX11 34918 6088 1.05283
chr12 31113108 rs2302853 ENST00000ENSG00000AC024940. 3351 6073 1.06935
chr12 31087400 rs10743750ENST00000ENSG00000DDX11 -246 6097 1.05244
chr12 13016501 rs11615370ENST00000ENSG00000AC023790. 16049 4676 1.06193
chr12 1.21E+08 rs1167716 ENST00000ENSG00000POP5 37773 3828 1.05233
chr12 1983577 rs11062042ENST00000ENSG00000DCP1B 20892 4027 1.06187
chr12 31108764 rs2005900 ENST00000ENSG00000DDX11 14468 6102 1.05403
chr12 11171340 rs7488095 ENST00000ENSG00000PRH1 -287088 4813 1.04172
chr12 1.33E+08 rs10870555ENST00000ENSG00000ZNF84 -71316 2564 1.05359
chr12 1.23E+08 rs1727295 ENST00000ENSG00000ABCB9 -157633 3589 1.04479
chr12 1.04E+08 rs6615 ENST00000ENSG00000TDG -31703 4468 1.0586
chr12 66154481 rs12823890ENST00000ENSG00000TMBIM4 15029 3604 1.04046
chr12 11198299 rs67471783ENST00000ENSG00000AC006518. -301348 4841 1.06667
chr12 1.14E+08 rs7970186 ENST00000ENSG00000RBM19 147973 4975 1.03475
chr12 7218106 rs7969751 ENST00000ENSG00000PEX5 28419 4039 1.07051
chr12 1.33E+08 rs905226 ENST00000ENSG00000ZNF84 67786 2563 1.06813
chr12 2836804 rs4765999 ENST00000ENSG00000ITFG2 -20485 4710 1.04977
chr12 4597203 rs7305150 ENST00000ENSG00000DYRK4 -7695 4716 1.03816
chr12 1.1E+08 rs3782894 ENST00000ENSG00000MMAB -14346 3254 1.06049
chr12 1.32E+08 rs12316973ENST00000ENSG00000DDX51 25152 4634 1.0564
chr12 1.22E+08 rs921287 ENST00000ENSG00000RHOF -6507 3839 1.05262
chr12 11036577 rs2060705 ENST00000ENSG00000PRR4 135030 4769 1.04795
chr12 56712876 rs4788 ENST00000ENSG00000NACA 12477 2249 1.06187
chr12 50145636 rs7138945 ENST00000ENSG00000CERS5 -12472 2830 1.03891
chr12 1.06E+08 rs10861553ENST00000ENSG00000AC011595. -783 4186 1.06429
chr12 49135822 rs10783307ENST00000ENSG00000TUBA1A 53243 3284 1.0616
chr12 1.2E+08 rs2283362 ENST00000ENSG00000RPLP0 -24376 4095 1.05411
chr12 50180980 rs12424335ENST00000ENSG00000CERS5 -43165 2833 1.05153
chr12 42304888 rs12425945ENST00000ENSG00000PPHLN1 -82503 4874 1.02284
chr12 70387250 rs11611402ENST00000ENSG00000AC078922. -440170 5058 1.05063
chr12 59161056 rs2048803 ENST00000ENSG00000AC068305. 240416 4066 1.05177
chr12 88087149 rs2468251 ENST00000ENSG00000CEP290 17038 3136 1.0525
chr12 76095185 rs61926805ENST00000ENSG00000NAP1L1 -10502 3890 1.02893
chr12 69710168 rs775462 ENST00000ENSG00000MYRFL -115149 5058 1.02524
chr12 1.05E+08 rs935248 ENST00000ENSG00000APPL2 -24267 4734 1.07265
chr12 42350988 rs55645737ENST00000ENSG00000AC079601. -108379 4801 1.05675
chr12 56659756 rs11837319ENST00000ENSG00000NACA 65541 2249 1.071
chr12 1.04E+08 rs2700508 ENST00000ENSG00000C12orf73 4586 4453 1.03937
chr12 80296019 rs10735437ENST00000ENSG00000PAWR -698038 2886 1.04308
chr12 49137675 rs10783308ENST00000ENSG00000TUBA1A 51307 3283 1.05405
chr12 75670748 rs12582659ENST00000ENSG00000OSBPL8 701113 4272 1.05804
chr12 1.1E+08 rs10744765ENST00000ENSG00000ARPC3 4276 2525 1.05527
chr12 51969716 rs56046423ENST00000ENSG00000ATG101 -100305 4833 1.00991
chr12 50153255 rs6580729 ENST00000ENSG00000CERS5 -8757 2843 1.04554
chr12 50145636 rs7138945 ENST00000ENSG00000CERS5 -10100 2833 1.05123
chr12 55995509 rs705700 ENST00000ENSG00000RAB5B 5552 3077 1.04196
chr12 49119146 rs77888738ENST00000ENSG00000TUBA1C -145936 3065 1.06461
chr12 56712876 rs4788 ENST00000ENSG00000NACA 12042 2249 1.06799
chr12 89480198 rs10858873ENST00000ENSG00000POC1B -7504 2612 1.04869
chr12 1.05E+08 rs7962686 ENST00000ENSG00000ALDH1L2 -5529 4717 1.05985
chr12 69971102 rs10784815ENST00000ENSG00000LINC01481 272255 5048 1.04637
chr12 93560289 rs61936491ENST00000ENSG00000SOCS2 -14770 4502 1.05161
chr12 70243049 rs78129473ENST00000ENSG00000LINC01481 310 4872 1.06483
chr12 1.04E+08 rs11111765ENST00000ENSG00000AC025265. -9884 4632 1.07268
chr12 51010116 rs2269686 ENST00000ENSG00000SLC11A2 -10552 3072 1.04566
chr12 69287321 rs317656 ENST00000ENSG00000CPSF6 47748 4605 1.05494
chr12 1.05E+08 rs11112414ENST00000ENSG00000AC016257. -113001 4734 1.06863
chr12 70200563 rs79283741ENST00000ENSG00000LINC01481 42785 4858 1.01887
chr12 50446520 rs56989201ENST00000ENSG00000LARP4 45518 3044 0.970689
chr12 48704325 rs2162317 ENST00000ENSG00000KANSL2 -22101 3727 1.05021
chr12 1.04E+08 rs2700505 ENST00000ENSG00000HSP90B1 12113 4469 1.06471
chr12 1.12E+08 rs12579851ENST00000ENSG00000MAPKAPK5 388972 2157 1.03217
chr12 42252227 rs6582393 ENST00000ENSG00000AC020629. -34685 4940 1.0761
chr12 75394711 rs7970458 ENST00000ENSG00000GLIPR1L2 3640 4169 1.06147
chr12 50162692 rs34573394ENST00000ENSG00000CERS5 -18557 2830 1.03809
chr12 42387376 rs2243465 ENST00000ENSG00000ZCRB1 -61380 4936 1.05332
chr12 47991793 rs917055 ENST00000ENSG00000RND1 874061 3601 1.05272
chr12 1.2E+08 rs2286045 ENST00000ENSG00000RPLP0 49836 4094 1.04907
chr12 50165345 rs10783340ENST00000ENSG00000CERS5 1956 2830 1.05608
chr12 54182016 rs2233921 ENST00000ENSG00000AC023794.4 -17565 3658 1.02681
chr12 50145636 rs7138945 ENST00000ENSG00000CERS5 -10931 2833 1.06461
chr12 1.2E+08 rs11609119ENST00000ENSG00000GATC -6421 3952 1.03708
chr12 50439178 rs58500867ENST00000ENSG00000LARP4 38245 3044 0.953212
chr12 50635780 rs4293181 ENST00000ENSG00000SLC4A8 -815049 3871 1.07804
chr12 69751691 rs55967505ENST00000ENSG00000MYRFL -73614 5058 1.06265
chr12 53673351 rs10783594ENST00000ENSG00000ATP5G2 4056 3587 1.0346
chr12 56042145 rs1131017 ENST00000ENSG00000RPS26 251 3011 1.07336
chr12 57704642 rs10783844ENST00000ENSG00000OS9 10481 3217 1.0573
chr12 51049161 rs12379 ENST00000ENSG00000LETMD1 847 3070 1.04668
chr12 42477086 rs7307790 ENST00000ENSG00000ZCRB1 -151000 4937 1.06698
chr12 89536622 rs4842661 ENST00000ENSG00000AC025034. -24508 2624 1.06503
chr12 93501998 rs12810335ENST00000ENSG00000MRPL42 1250 4485 1.05086
chr12 70394146 rs79066689ENST00000ENSG00000LINC01481 -172285 4858 1.07487
chr12 96023421 rs2268516 ENST00000ENSG00000LTA4H 12106 4718 1.0239
chr12 29344058 rs10843390ENST00000ENSG00000AC009318. -26211 5550 1.04209
chr12 50140005 rs12819883ENST00000ENSG00000CERS5 -4214 2830 1.05419
chr12 1.14E+08 rs7977045 ENST00000ENSG00000RBM19 -23 4975 1.05338
chr12 25185118 rs10842499ENST00000ENSG00000ETFRF1 -10160 4957 1.03563
chr12 1.21E+08 rs75955894ENST00000ENSG00000RNF34 21 4077 1.05592
chr12 55541379 rs57449968ENST00000ENSG00000PHC1P1 -126593 3611 1.06304
chr12 9656466 rs7302110 ENST00000ENSG00000AC010186.4 13593 4871 1.0523
chr12 11173205 rs2416549 ENST00000ENSG00000DDX55P1 -339519 4684 1.04337
chr12 89441951 rs10858854ENST00000ENSG00000POC1B-AS1 -83704 2669 1.04762
chr12 46358580 rs74659601ENST00000ENSG00000AC008035. -178923 3973 1.03905
chr12 9667484 rs11052282ENST00000ENSG00000AC010186. 34064 4878 1.06927
chr12 50967680 rs7138860 ENST00000ENSG00000277201 -82242 3074 1.02606
chr12 1.18E+08 rs58884645ENST00000ENSG00000AC026367. -175310 4802 1.04966
chr12 1.23E+08 rs1790094 ENST00000ENSG00000ABCB9 -128909 3582 1.0531
chr12 1.25E+08 rs41473449ENST00000ENSG00000AC122688. -1373 5414 1.03122
chr12 46385224 rs59546893ENST00000ENSG00000AC025031. -19421 3817 1.06152
chr12 48195153 rs11168450ENST00000ENSG00000AC074029.4 5803 4586 1.05408
chr12 66092543 rs2870783 ENST00000ENSG00000TMBIM4 77528 3604 1.04273
chr13 25477479 rs34715328ENST00000ENSG00000RNF17 713277 5866 1.00791
chr13 27553618 rs11628979ENST00000ENSG00000POLR1D -67805 5130 1.04642
chr13 36258345 rs35519395ENST00000ENSG00000SOHLH2 -43758 4300 1.05786
chr13 30466806 rs2388545 ENST00000ENSG00000HMGB1 -869 4981 1.04159
chr13 27988764 rs3897927 ENST00000ENSG00000URAD -111 4802 1.03043
chr13 1.01E+08 rs1283201 ENST00000ENSG00000TMTC4 4426 4616 1.04157
chr13 1.14E+08 rs28493574ENST00000ENSG00000UPF3A 61494 2437 1.05309
chr13 24316879 rs1961993 ENST00000ENSG00000AMER2 855408 5334 1.04303
chr13 78664934 rs75256864ENST00000ENSG00000POU4F1 -61375 4025 1.02691
chr13 52740143 rs3759509 ENST00000ENSG00000CNMD -364 3206 1.0694
chr13 52401702 rs9526913 ENST00000ENSG00000CKAP2 -53766 2916 1.02361
chr13 43039322 rs17553846ENST00000ENSG00000DNAJC15 16118 4310 1.02311
chr13 36258345 rs35519395ENST00000ENSG00000SOHLH2 -43731 4260 1.06516
chr13 32496990 rs743760 ENST00000ENSG00000N4BP2L2 -16353 4079 1.05887
chr13 24960516 rs2483375 ENST00000ENSG00000TPTE2P1 7938 5550 1.04426
chr13 27625231 rs10492487ENST00000ENSG00000POLR1D 3276 5131 1.03565
chr13 20580772 rs7325293 ENST00000ENSG00000RNU2-7P -31390 4861 1.04428
chr13 20673762 rs7319201 ENST00000ENSG00000SLC35E1P1 66493 4856 1.05782
chr13 49956778 rs61960457ENST00000ENSG00000TRIM13 -40242 3718 1.08135
chr13 49344039 rs35214871ENST00000ENSG00000CAB39L 33091 3624 1.08201
chr13 33824013 rs296898 ENST00000ENSG00000RFC3 5943 4378 1.07187
chr13 24980218 rs2497571 ENST00000ENSG00000TPTE2P1 -12765 5563 1.06568
chr13 43915466 rs7322107 ENST00000ENSG00000CCDC122 -35777 3800 1.05364
chr13 44137489 rs66786230ENST00000ENSG00000SMIM2-AS1 -5058 3605 1.06026
chr13 46251075 rs1749656 ENST00000ENSG00000LRRC63 39131 4279 1.04863
chr13 1.13E+08 rs3011472 ENST00000ENSG00000MCF2L-AS1 4751 4537 1.0631
chr13 1.03E+08 rs11217985ENST00000ENSG00000BIVM 32919 4669 1.04751
chr13 79555193 rs2760102 ENST00000ENSG00000LINC01068 -11554 3534 1.05733
chr13 24842854 rs3759460 ENST00000ENSG00000AL359538.1 275980 5894 1.05588
chr13 50940695 rs2441 ENST00000ENSG00000RNASEH2B- -29932 3258 1.05393
chr13 79314341 rs1155848 ENST00000ENSG00000RBM26-AS1 -91969 3587 1.03448
chr13 79285321 rs9545047 ENST00000ENSG00000LINC01038 -519098 3845 1.011
chr13 75549320 rs3812844 ENST00000ENSG00000COMMD6 118 4615 1.08087
chr13 36281036 rs9566036 ENST00000ENSG00000CCDC169 16795 4408 1.03287
chr13 20584971 rs7998003 ENST00000ENSG00000IFT88 -30821 4869 1.05606
chr13 1.14E+08 rs9590483 ENST00000ENSG00000CDC16 -23144 2476 1.05245
chr13 1.13E+08 rs1278763 ENST00000ENSG00000ATP11A 188950 4383 1.06771
chr13 1.13E+08 rs2146752 ENST00000ENSG00000MCF2L -62 4731 1.03128
chr13 1.01E+08 rs1283208 ENST00000ENSG00000TMTC4 -25317 4590 1.04097
chr13 98369338 rs9517275 ENST00000ENSG00000FARP1 -15024 4461 1.04863
chr13 35184150 rs17051909ENST00000ENSG00000NBEA 114197 4057 1.04908
chr13 36274050 rs912927 ENST00000ENSG00000CCDC169-S 23791 4262 1.02381
chr13 45379199 rs60275031ENST00000ENSG00000TPT1-AS1 37853 3798 1.05976
chr13 45346302 rs9316133 ENST00000ENSG00000TPT1-AS1 -32983 3855 1.07772
chr13 45384288 rs4942413 ENST00000ENSG00000TPT1-AS1 1462 3858 1.04732
chr13 45391348 rs11325698ENST00000ENSG00000TPT1-AS1 12787 3855 1.05336
chr13 98464130 rs17574378ENST00000ENSG00000STK24 112732 4588 1.05036
chr13 50915050 rs9526707 ENST00000ENSG00000RNASEH2B- -23409 3257 1.00608
chr13 98381639 rs12431215ENST00000ENSG00000FARP1 -1968 4458 1.04874
chr13 50910481 rs9526704 ENST00000ENSG00000RNASEH2B- 112 3263 1.03854
chr13 98376510 rs9554463 ENST00000ENSG00000FARP1 47731 4444 1.04336
chr13 1.13E+08 rs4907571 ENST00000ENSG00000AL356740.1 1948 4544 1.0529
chr13 39008234 rs7324837 ENST00000ENSG00000PROSER1 14507 4658 1.04638
chr13 79480544 rs953005 ENST00000ENSG00000RBM26-AS1 74195 3588 1.05535
chr13 79448541 rs9574424 ENST00000ENSG00000RBM26-AS1 42223 3587 1.06567
chr13 46101579 rs17600984ENST00000ENSG00000CPB2-AS1 48730 4237 1.06928
chr13 52146932 rs4941727 ENST00000ENSG00000NEK3 12928 2928 1.05232
chr13 43818617 rs12871262ENST00000ENSG00000CCDC122 61109 3796 1.06056
chr13 52140701 rs66849828ENST00000ENSG00000NEK3 19159 2928 1.0325
chr13 30660774 rs2985182 ENST00000ENSG00000USPL1 42836 4996 1.04165
chr13 1.07E+08 rs61966973ENST00000ENSG00000AL162574.1 -14336 4563 1.03441
chr13 1.14E+08 rs2260814 ENST00000ENSG00000AL442125.1 4602 4188 1.04311
chr13 79552633 rs1212082 ENST00000ENSG00000LINC01068 -14095 3534 1.06754
chr13 46096594 rs17844001ENST00000ENSG00000AL137141.1 -21271 4242 1.04468
chr14 88498940 rs10142399ENST00000ENSG00000SPATA7 113120 4513 1.05024
chr14 24261256 rs2748516 ENST00000ENSG00000TGM1 1953 4563 1.0429
chr14 54423661 rs3204303 ENST00000ENSG00000CNIH1 17769 3874 1.04208
chr14 20345130 rs2297616 ENST00000ENSG00000PARP2 1514 4004 1.01819
chr14 70579708 rs1112478 ENST00000ENSG00000ADAM20 -44694 4218 1.07833
chr14 87982181 rs45568734ENST00000ENSG00000GALC 11089 4291 1.06156
chr14 74996984 rs175034 ENST00000ENSG00000EIF2B2 -5928 3497 1.05493
chr14 24299328 rs12892419ENST00000ENSG00000DHRS1 504 4642 1.0721
chr14 49603868 rs7145333 ENST00000ENSG00000RPL36AL 16816 3560 1.06105
chr14 92121875 rs7148709 ENST00000ENSG00000NDUFB1 41 5058 1.04224
chr14 22951887 rs2295687 ENST00000ENSG00000RBM23 -32710 4399 1.02653
chr14 1.04E+08 rs8003090 ENST00000ENSG00000KLC1 -10271 4005 1.05626
chr14 64494049 rs1982440 ENST00000ENSG00000ZBTB1 -10526 3894 1.07528
chr14 1.01E+08 rs9324028 ENST00000ENSG00000SNORD113 -43105 3870 1.03562
chr14 1.01E+08 rs12896504ENST00000ENSG00000SNORD114 20606 3834 1.0488
chr14 70274980 rs11158847ENST00000ENSG00000COX16 84750 4448 1.06026
chr14 1.05E+08 rs2072674 ENST00000ENSG00000NUDT14 24127 3064 1.05241
chr14 72894739 rs68132241ENST00000ENSG00000DCAF4 -31740 4641 1.05514
chr14 35036230 rs61136372ENST00000ENSG00000FAM177A1 -8678 4356 1.04259
chr14 23751909 rs1952406 ENST00000ENSG00000GMPR2 -480964 4564 1.05199
chr14 22917473 rs3794452 ENST00000ENSG00000RBM23 1708 4399 1.05564
chr14 1.04E+08 rs10149651ENST00000ENSG00000TDRD9 -360 4241 1.05056
chr14 88411691 rs55722539ENST00000ENSG00000RNU4-22P -101808 4512 1.02271
chr14 20345130 rs2297616 ENST00000ENSG00000PARP2 1547 4004 1.03915
chr14 1.01E+08 rs1956124 ENST00000ENSG00000MEG8 -35792 3881 1.04727
chr14 91828508 rs4900089 ENST00000ENSG00000TC2N 39020 4979 1.04903
chr14 69382731 rs11266425ENST00000ENSG00000GALNT16 122529 4489 1.05636
chr14 1.04E+08 rs34026011ENST00000ENSG00000APOPT1 21566 3930 1.04595
chr14 21917881 rs73593047ENST00000ENSG00000TOX4 429322 4765 1.01996
chr14 73642733 rs10140270ENST00000ENSG00000ELMSAN1 84399 4556 1.04356
chr14 58559448 rs58082782ENST00000ENSG00000RPL9P5 -4699 4701 1.03499
chr14 49593139 rs17774889ENST00000ENSG00000Y_RNA -803 3623 1.04695
chr14 1.02E+08 rs76141924ENST00000ENSG00000MOK 49068 3386 1.04538
chr14 20345513 rs3093890 ENST00000ENSG00000PARP2 1875 4004 1.04526
chr14 73061937 rs66791109ENST00000ENSG00000RBM25 3403 4603 1.0645
chr14 21494667 rs11851342ENST00000ENSG00000METTL3 9161 4746 1.02143
chr14 1.05E+08 rs8014544 ENST00000ENSG00000BRF1 815 2921 1.0575
chr14 1.05E+08 rs2816650 ENST00000ENSG00000BRF1 598 2917 1.02704
chr14 64907746 rs8019971 ENST00000ENSG00000CHURC1 -6698 3869 1.05044
chr14 64935443 rs10149617ENST00000ENSG00000CHURC1 21018 3869 1.06847
chr14 1.04E+08 rs1799796 ENST00000ENSG00000KLC1 70352 4006 1.03425
chr14 96593254 rs75564413ENST00000ENSG00000AL137786.1 520 4491 1.04034
chr14 73829416 rs12890967ENST00000ENSG00000AC005520. 40450 4494 1.02709
chr14 69354812 rs76638618ENST00000ENSG00000GALNT16 94637 4489 1.07446
chr14 92121875 rs7148709 ENST00000ENSG00000NDUFB1 -152 5058 1.06414
chr14 1E+08 rs2234530 ENST00000ENSG00000WARS 39306 3948 1.00007
chr14 80590410 rs10873331ENST00000ENSG00000CEP128 -59411 4257 1.05181
chr14 96379755 rs2053588 ENST00000ENSG00000GSKIP 16228 5028 0.976607
chr14 50284847 rs6572655 ENST00000ENSG00000L2HGDH 27378 3760 1.04067
chr14 1E+08 rs2273804 ENST00000ENSG00000WARS 29 3947 1.05477
chr14 88077403 rs79219641ENST00000ENSG00000GALC -84232 4379 1.05259
chr14 1E+08 rs8009018 ENST00000ENSG00000AL133523.1 47734 3896 1.0585
chr14 91944566 rs8010405 ENST00000ENSG00000PPP4R3A -462569 4833 1.05393
chr14 1E+08 rs56293834ENST00000ENSG00000WARS 24359 3932 1.00004
chr14 22745147 rs12890897ENST00000ENSG00000AL160314.2 21382 4427 1.04039
chr14 1.04E+08 rs11299715ENST00000ENSG00000C14orf2 6931 4218 1.04468
chr14 73899264 rs4398042 ENST00000ENSG00000ZNF410 12392 4322 1.0744
chr14 30889818 rs13122 ENST00000ENSG00000AL049830.3 -11 3395 1.05865
chr14 22955832 rs712486 ENST00000ENSG00000RBM23 -36704 4400 1.03905
chr14 73890136 rs11628074ENST00000ENSG00000PTGR2 38291 4348 1.05339
chr14 41721738 rs72686528ENST00000ENSG00000LRFN5 113468 4797 1.05533
chr14 94097712 rs2402408 ENST00000ENSG00000IFI27L1 16336 5362 1.04804
chr14 88504581 rs1998670 ENST00000ENSG00000AL162171.2 5246 4525 1.06919
chr14 1E+08 rs10438234ENST00000ENSG00000WARS 15623 3935 1.02252
chr14 55612021 rs1138345 ENST00000ENSG00000KTN1 31766 4893 1.03742
chr14 88396185 rs3179969 ENST00000ENSG00000SPATA7 10506 4513 1.05082
chr14 1.05E+08 rs12894160ENST00000ENSG00000LINC00638 2288 3675 1.05444
chr14 20452181 rs2275006 ENST00000ENSG00000OSGEP -1303 4127 1.03943
chr14 92704648 rs9791 ENST00000ENSG00000LGMN 43963 4826 1.05693
chr14 88361089 rs35823815ENST00000ENSG00000SPATA7 -24585 4513 1.09394
chr14 47817385 rs4587880 ENST00000ENSG00000LINC00648 -22372 5437 1.08232
chr14 91828508 rs4900089 ENST00000ENSG00000TC2N 8017 4973 1.05217
chr14 22737042 rs72679883ENST00000ENSG00000AL160314.3 -10471 4335 1.03091
chr14 1.02E+08 rs67461647ENST00000ENSG00000PPP2R5C 12776 3663 1.03672
chr14 64898573 rs12433639ENST00000ENSG00000CHURC1 -15886 3869 1.07596
chr14 35569165 rs10142189ENST00000ENSG00000RALGAPA1 239950 4031 1.05902
chr14 73843004 rs10873261ENST00000ENSG00000PTGR2 -15135 4352 1.04272
chr14 75036124 rs175072 ENST00000ENSG00000MLH3 15332 3457 1.04485
chr14 23951051 rs11480150ENST00000ENSG00000DHRS4-AS1 3145 4337 1.07677
chr14 50283598 rs12432978ENST00000ENSG00000L2HGDH 28548 3782 1.05691
chr14 88504581 rs1998670 ENST00000ENSG00000SPATA7 73409 4534 1.06729
chr14 20454990 rs1760944 ENST00000ENSG00000OSGEP 98 4132 1.04707
chr14 70561536 rs4899360 ENST00000ENSG00000MED6 39127 4222 1.05674
chr14 24454935 rs7143047 ENST00000ENSG00000SDR39U1 -12160 4858 1.05601
chr14 20413368 rs1713434 ENST00000ENSG00000TEP1 60 4084 1.04795
chr14 73789416 rs12587785ENST00000ENSG00000AC005520. -62556 4349 1.05581
chr14 20315958 rs12889262ENST00000ENSG00000CCNB1IP1 13415 3946 1.03587
chr14 1E+08 rs2273804 ENST00000ENSG00000WARS -2 3933 1.02019
chr14 39496622 rs74603528ENST00000ENSG00000AL049875.1 21765 4606 1.05006
chr14 1E+08 rs1998902 ENST00000ENSG00000WARS 10752 3952 1.04963
chr14 88396185 rs3179969 ENST00000ENSG00000SPATA7 -19742 4535 1.05335
chr14 1E+08 rs10438234ENST00000ENSG00000WARS 15025 3932 1.0532
chr14 22829926 rs1135641 ENST00000ENSG00000MRPL52 4 4497 1.03011
chr14 20298308 rs4523843 ENST00000ENSG00000CCNB1IP1 34994 3936 1.07357
chr14 70581815 rs10141744ENST00000ENSG00000ADAM20P1 -98060 4284 1.04669
chr14 40130819 rs8022911 ENST00000ENSG00000AL352977.2 -256740 5559 1.06066
chr14 88408571 rs60503594ENST00000ENSG00000SPATA7 22831 4513 1.04449
chr14 77173676 rs8010190 ENST00000ENSG00000TMEM63C 57107 5217 1.04426
chr14 73571510 rs10138751ENST00000ENSG00000ACOT2 -2795 4633 1.0793
chr14 1.02E+08 rs4900537 ENST00000ENSG00000ANKRD9 25352 3439 1.04779
chr14 24017966 rs14699272ENST00000ENSG00000DHRS4 51607 4384 1.06245
chr14 24146226 rs4575 ENST00000ENSG00000PSME2 378 4555 1.04206
chr14 1.03E+08 rs12898029ENST00000ENSG00000MARK3 -17647 3767 1.06012
chr14 1.03E+08 rs10134580ENST00000ENSG00000MARK3 75674 3722 1.07018
chr14 24271066 rs78807053ENST00000ENSG00000DHRS1 20854 4642 1.03844
chr14 24146226 rs4575 ENST00000ENSG00000PSME2 419 4555 1.0572
chr14 92091827 rs10873415ENST00000ENSG00000ATXN3 14746 5041 1.05529
chr14 23030112 rs11352519ENST00000ENSG00000AL132780.4 -5896 4449 1.02005
chr15 40820162 rs12916535ENST00000ENSG00000ZFYVE19 12571 3495 1.05866
chr15 78517874 rs12912673ENST00000ENSG00000CHRNA5 -47647 4864 1.05226
chr15 32641892 rs11635997ENST00000ENSG00000SCG5 215 3895 1.05607
chr15 76372037 rs12909656ENST00000ENSG00000SCAPER 533365 2532 1.06068
chr15 83009661 rs62010162ENST00000ENSG00000C15orf40 1953 2798 1.06033
chr15 34036652 rs35531038ENST00000ENSG00000AVEN 2523 5234 1.04013
chr15 75554409 rs11287080ENST00000ENSG00000SNUPN 71405 2516 1.03868
chr15 1.01E+08 rs36053285ENST00000ENSG00000LINS1 27804 6035 1.03422
chr15 44786646 rs2443976 ENST00000ENSG00000TRIM69 50283 2911 1.03178
chr15 82281009 rs15016521ENST00000ENSG00000SAXO2 18197 2705 1.05793
chr15 75029569 rs7172065 ENST00000ENSG00000PPCDC 6013 2385 1.04679
chr15 40479761 rs607118 ENST00000ENSG00000CCDC32 85290 3806 1.06302
chr15 1.01E+08 rs36053285ENST00000ENSG00000RNU6-181P -13644 6024 1.05601
chr15 90275099 rs4552007 ENST00000ENSG00000NGRN 9393 4743 1.06751
chr15 43833632 rs7170751 ENST00000ENSG00000CATSPER2P -87331 1599 1.03674
chr15 25085403 rs3803328 ENST00000ENSG00000SNORD116 17 6011 1.03268
chr15 25113642 rs12441193ENST00000ENSG00000SNORD116 54103 6086 1.04266
chr15 99227790 rs62025697ENST00000ENSG00000TTC23 23426 5695 1.05598
chr15 99260493 rs10152794ENST00000ENSG00000TTC23 -9271 5707 1.06915
chr15 76930688 rs62027274ENST00000ENSG00000RCN2 -932 3388 1.0746
chr15 64980326 rs4776658 ENST00000ENSG00000ANKDD1A 58398 2810 1.02266
chr15 84645763 rs2271432 ENST00000ENSG00000WDR73 8579 3716 1.06967
chr15 32641892 rs11635997ENST00000ENSG00000SCG5 215 3895 1.05723
chr15 84397936 rs4842947 ENST00000ENSG00000GOLGA6L5P 113531 3528 1.04249
chr15 40510006 rs4924473 ENST00000ENSG00000CCDC32 55050 3806 1.05815
chr15 43407106 rs2242068 ENST00000ENSG00000ADAL 76431 1905 1.03375
chr15 1.01E+08 rs7178773 ENST00000ENSG00000AC015712. 637 5829 1.03717
chr15 43819948 rs35866764ENST00000ENSG00000STRC -201709 1652 1.05135
chr15 84644324 rs2137270 ENST00000ENSG00000WDR73 10010 3707 1.05103
chr15 74839618 rs936227 ENST00000ENSG00000ULK3 3578 2699 1.04663
chr15 84579389 rs2019611 ENST00000ENSG00000RN7SL417P 185316 3414 1.05574
chr15 79914616 rs8024713 ENST00000ENSG00000ST20 639 4960 1.0461
chr15 99729532 rs8041078 ENST00000ENSG00000LYSMD4 2476 5906 1.05218
chr15 63153565 rs28434769ENST00000ENSG00000RPS27L 3911 4205 1.04725
chr15 41817777 rs2303518 ENST00000ENSG00000PLA2G4B -24053 3464 1.04899
chr15 64868967 rs72733265ENST00000ENSG00000ANKDD1A -42936 2811 1.04967
chr15 32641892 rs11635997ENST00000ENSG00000SCG5 -42525 3919 1.04978
chr15 50356142 rs504781 ENST00000ENSG00000GABPB1-AS 674 4171 1.07544
chr15 41310668 rs11070327ENST00000ENSG00000OIP5-AS1 26635 3703 1.05352
chr15 84549960 rs35614403ENST00000ENSG00000GOLGA6L3 -690513 4409 1.03855
chr15 43884483 rs3742982 ENST00000ENSG00000AC011330. -200145 1620 1.04142
chr15 84579389 rs2019611 ENST00000ENSG00000GOLGA6L4 341802 3225 1.06385
chr15 82992049 rs57779835ENST00000ENSG00000C15orf40 19499 2800 0.95495
chr15 55497712 rs17819126ENST00000ENSG00000DNAAF4 656 5414 1.05069
chr15 85505558 rs4843064 ENST00000ENSG00000KLHL25 258913 5235 1.06928
chr15 92715243 rs2278520 ENST00000ENSG00000AC091544. 18854 6276 1.04657
chr15 85700289 rs17637276ENST00000ENSG00000AKAP13 10419 5174 1.04338
chr15 51840257 rs2570240 ENST00000ENSG00000AC090971. 90369 3848 1.0967
chr15 85749093 rs8110 ENST00000ENSG00000AC021739. 7143 5230 1.06872
chr15 78422219 rs2869032 ENST00000ENSG00000PSMA4 -118249 4877 1.07503
chr15 49676555 rs11637582ENST00000ENSG00000DTWD1 55517 3923 1.04814
chr15 82545404 rs1267658 ENST00000ENSG00000GOLGA6L10 -195968 2591 1.04901
chr15 90216617 rs28681010ENST00000ENSG00000SEMA4B -2592 4701 1.05161
chr15 63068365 rs2729827 ENST00000ENSG00000TPM1 6307 4325 1.06554
chr15 85641036 rs34257708ENST00000ENSG00000AKAP13 -42492 5177 1.06456
chr15 44745522 rs4505283 ENST00000ENSG00000TRIM69 -7397 2920 1.05293
chr15 84386630 rs62028142ENST00000ENSG00000UBE2Q2L 214139 3262 1.04497
chr15 78510715 rs7164594 ENST00000ENSG00000PSMA4 -29764 4877 1.05432
chr15 84543755 rs609513 ENST00000ENSG00000CSPG4P12 -647684 4301 1.04672
chr15 82636799 rs17356528ENST00000ENSG00000RPS17 -96363 2588 1.03901
chr15 49214561 rs11179396ENST00000ENSG00000GALK2 -69146 3617 1.09366
chr15 99220754 rs8031175 ENST00000ENSG00000TTC23 -64476 5686 1.02628
chr15 64670431 rs11633399ENST00000ENSG00000ZNF609 168052 2978 1.05683
chr15 98957027 rs2593053 ENST00000ENSG00000IGF1R 4231 5621 1.0831
chr15 84246628 rs55639064ENST00000ENSG00000DNM1P51 165072 3417 1.0665
chr15 45285110 rs8041874 ENST00000ENSG00000AC051619. -29109 3412 1.05716
chr15 1.02E+08 rs56224006ENST00000ENSG00000TM2D3 -32017 3113 1.04943
chr15 78510715 rs7164594 ENST00000ENSG00000PSMA4 -29726 4877 1.05425
chr15 40553753 rs1044474 ENST00000ENSG00000CCDC32 11235 3835 1.05002
chr15 81808133 rs28541667ENST00000ENSG00000AC023034. -165944 3189 1.05828
chr15 70208757 rs6494853 ENST00000ENSG00000GLCE 948060 3726 1.05066
chr15 78510715 rs7164594 ENST00000ENSG00000CHRNA5 -79648 4852 1.0517
chr15 56011294 rs11340202ENST00000ENSG00000CNOT6LP1 -4119 4621 1.06769
chr15 63381972 rs12916532ENST00000ENSG00000LINC02568 -8259 3920 1.07823
chr15 84397936 rs4842947 ENST00000ENSG00000AC243562. -24683 3448 1.07115
chr15 1.02E+08 rs11633341ENST00000ENSG00000TM2D3 -23128 3119 1.02908
chr15 78923226 rs34577742ENST00000ENSG00000MORF4L1 50338 4857 1.07696
chr15 84538601 rs150964 ENST00000ENSG00000UBE2Q2P1 3627 3566 1.05661
chr15 84260311 rs35156560ENST00000ENSG00000CSPG4P12 -936134 4306 1.06229
chr15 78301020 rs16969705ENST00000ENSG00000WDR61 -1414 4591 1.05996
chr15 44798145 rs62025998ENST00000ENSG00000TRIM69 69143 2903 1.08767
chr15 34000179 rs532720 ENST00000ENSG00000AC010809. -135355 5246 1.0421
chr15 45260942 rs2413771 ENST00000ENSG00000AC051619. 18284 3417 1.06661
chr15 50356142 rs504781 ENST00000ENSG00000GABPB1-AS 813 4170 1.03112
chr15 85561814 rs67253156ENST00000ENSG00000AKAP13 -131286 5179 1.09018
chr15 51882368 rs2470619 ENST00000ENSG00000TMOD3 7341 3785 1.0753
chr15 84189927 rs11633897ENST00000ENSG00000CSPG4P11 3174 3298 1.05822
chr15 45351645 rs2467862 ENST00000ENSG00000AC051619. -19012 3585 1.04838
chr15 1E+08 rs7498060 ENST00000ENSG00000CERS3-AS1 -270717 5901 1.03059
chr15 84543727 rs4125566 ENST00000ENSG00000AC044860. 691057 4322 1.03694
chr15 79874255 rs1113983 ENST00000ENSG00000AC021483. -40702 5058 1.0743
chr15 1.01E+08 rs36053285ENST00000ENSG00000LINS1 -595 6023 1.06318
chr15 50356142 rs504781 ENST00000ENSG00000AHCYP7 -61244 4267 1.06713
chr15 85733109 rs56322219ENST00000ENSG00000AKAP13 50940 5175 1.03786
chr15 40553753 rs1044474 ENST00000ENSG00000CCDC32 11238 3833 1.04667
chr15 84035122 rs11637666ENST00000ENSG00000GOLGA2P7 169481 3276 1.05226
chr15 29122681 rs3812919 ENST00000ENSG00000APBA2 238197 2923 1.04819
chr15 50968678 rs11635102ENST00000ENSG00000DCAF13P3 24014 4194 1.04205
chr15 1.01E+08 rs3764198 ENST00000ENSG00000LINS1 270 6050 1.03898
chr15 84248084 rs4338765 ENST00000ENSG00000AC243562. -141646 3420 1.04757
chr15 77512226 rs35284122ENST00000ENSG00000AC046168. -13315 3751 1.0909
chr15 45081857 rs4774514 ENST00000ENSG00000SORD2P -197164 2989 1.03892
chr15 1.01E+08 rs36053285ENST00000ENSG00000PRKXP1 -15482 6025 1.05934
chr15 51834780 rs8035126 ENST00000ENSG00000TMOD3 -59036 3796 1.0831
chr15 78345231 rs4886568 ENST00000ENSG00000LINGO1 -558218 3820 1.03169
chr15 74837752 rs12898397ENST00000ENSG00000ULK3 5386 2699 1.04929
chr15 75843853 rs2047866 ENST00000ENSG00000UBE2Q2 -192 2656 1.01789
chr15 34585308 rs4924045 ENST00000ENSG00000GOLGA8B -32911 4411 1.05892
chr15 71192611 rs4300598 ENST00000ENSG00000THSD4-AS1 -3587 3521 1.06947
chr15 42557087 rs61489160ENST00000ENSG00000LRRC57 -11639 2880 1.04783
chr15 77943423 rs11854044ENST00000ENSG00000AC104758. -16599 4108 1.03151
chr15 43237432 rs7183814 ENST00000ENSG00000EPB42 -30952 2073 1.03762
chr15 77954950 rs11233798ENST00000ENSG00000AC104758. -39025 4107 1.02417
chr15 75304344 rs8033589 ENST00000ENSG00000MAN2C1 55614 2519 1.00975
chr15 75372229 rs4886696 ENST00000ENSG00000MAN2C1 -3625 2518 0.999683
chr15 76904612 rs907593 ENST00000ENSG00000SCAPER 754 3133 1.07011
chr15 76489230 rs62028434ENST00000ENSG00000SCAPER 416118 3076 1.04901
chr15 71190081 rs4777338 ENST00000ENSG00000THSD4-AS1 -1066 3529 1.05772
chr15 75372230 rs7403118 ENST00000ENSG00000MAN2C1 -13051 2516 1.05915
chr15 89267679 rs7495635 ENST00000ENSG00000FANCI 20076 4295 1.0592
chr15 82276937 rs11628606ENST00000ENSG00000SAXO2 14092 2705 1.04688
chr15 82210187 rs61433916ENST00000ENSG00000SAXO2 -52659 2705 1.0563
chr15 43236416 rs3784267 ENST00000ENSG00000AC068724. -51276 2084 1.01604
chr15 75476338 rs28737338ENST00000ENSG00000MAN2C1 -116351 2519 1.04557
chr15 34586792 rs4923708 ENST00000ENSG00000GOLGA8B -5294 4389 1.06163
chr15 78778009 rs62012629ENST00000ENSG00000ADAMTS7 33273 4908 1.06492
chr15 74837752 rs12898397ENST00000ENSG00000ULK3 5376 2699 1.06016
chr15 24410889 rs8029180 ENST00000ENSG00000PWRN3 -30239 5851 1.03697
chr15 75028092 rs8042558 ENST00000ENSG00000SCAMP5 32507 2406 1.05829
chr15 24572913 rs12900858ENST00000ENSG00000PWRN1 14740 5848 1.05603
chr15 24489590 rs74003231ENST00000ENSG00000PWRN1 -44106 5840 1.03431
chr15 75295921 rs11631833ENST00000ENSG00000SNUPN 321602 2513 1.05792
chr15 74837752 rs12898397ENST00000ENSG00000ULK3 4923 2699 1.01018
chr15 75454878 rs4886706 ENST00000ENSG00000AC105036. 146307 2493 1.0759
chr15 74837253 rs2290573 ENST00000ENSG00000ULK3 702 2699 1.02832
chr15 1.02E+08 rs28373926ENST00000ENSG00000DNM1P47 47941 2827 1.08173
chr15 1.01E+08 rs36053285ENST00000ENSG00000AC027020. -24283 6038 1.05012
chr15 99733412 rs11631604ENST00000ENSG00000LYSMD4 -22 5902 1.04001
chr15 40410915 rs8033938 ENST00000ENSG00000KNSTRN 27973 3890 1.06318
chr15 43330718 rs3742971 ENST00000ENSG00000ADAL -4221 1899 1.04816
chr15 82628387 rs10400906ENST00000ENSG00000CSPG4P10 163678 2569 1.0583
chr15 82197283 rs6495644 ENST00000ENSG00000GOLGA2P1 316590 2583 1.05187
chr15 68305012 rs8035431 ENST00000ENSG00000AC107871. -36720 3368 1.05363
chr15 82566658 rs17158413ENST00000ENSG00000AC243919. 148006 2561 1.06015
chr15 95255889 rs2397454 ENST00000ENSG00000LINC01197 815 4771 1.04935
chr15 73749287 rs60949757ENST00000ENSG00000C15orf59-A -3031 3079 1.05912
chr15 23023111 rs11633966ENST00000ENSG00000TUBGCP5 1264 2353 1.05113
chr15 50284963 rs11633903ENST00000ENSG00000GABPB1 70237 4165 1.04892
chr15 82684001 rs72753916ENST00000ENSG00000GOLGA2P1 -170052 2576 1.05303
chr15 79914616 rs8024713 ENST00000ENSG00000AC015871. 7838 4952 1.04484
chr15 82275241 rs7496227 ENST00000ENSG00000GOLGA6L10 74233 2592 1.04271
chr15 99854900 rs2917198 ENST00000ENSG00000AC090825. 16269 5889 1.07797
chr15 40542900 rs6492952 ENST00000ENSG00000CCDC32 22156 3840 0.99852
chr16 15056916 rs12928424ENST00000ENSG00000RRN3 37400 2370 1.06598
chr16 58360233 rs78283726ENST00000ENSG00000CCDC113 110296 4970 1.03895
chr16 80959985 rs8052374 ENST00000ENSG00000CMC2 47128 6967 1.05218
chr16 58704294 rs982848 ENST00000ENSG00000GOT2 30062 4958 1.06029
chr16 53487086 rs8044091 ENST00000ENSG00000RBL2 52665 4387 1.0413
chr16 2774929 rs2009509 ENST00000ENSG00000ELOB 2347 3976 1.05307
chr16 48356601 rs8053839 ENST00000ENSG00000LONP2 112304 2600 1.05581
chr16 14895987 rs7179 ENST00000ENSG00000NOMO1 62305 2243 1.0855
chr16 50066342 rs4389139 ENST00000ENSG00000HEATR3 400 3921 1.06302
chr16 89563804 rs12709088ENST00000ENSG00000RPL13 3146 4242 1.06442
chr16 2231150 rs26838 ENST00000ENSG00000BRICD5 -19201 4306 1.06356
chr16 89663166 rs258330 ENST00000ENSG00000CDK10 -17572 3895 1.06617
chr16 89537178 rs382745 ENST00000ENSG00000SPG7 28766 4421 1.0519
chr16 1960137 rs397435 ENST00000ENSG00000RPS2 4722 4474 1.04783
chr16 87736863 rs55950332ENST00000ENSG00000KLHDC4 29112 6214 1.05575
chr16 15087670 rs7405315 ENST00000ENSG00000NPIPA5 290623 2306 1.05348
chr16 86531581 rs16944719ENST00000ENSG00000MTHFSD 23628 6535 1.03932
chr16 68533891 rs1728781 ENST00000ENSG00000RNU4-36P -1625 2683 1.0413
chr16 53713946 rs4389136 ENST00000ENSG00000RPGRIP1L -10101 4603 1.0347
chr16 15786153 rs9929598 ENST00000ENSG00000PDXDC1 811049 2275 1.05325
chr16 30080727 rs9932605 ENST00000ENSG00000YPEL3 15472 1916 1.03745
chr16 11976565 rs393329 ENST00000ENSG00000NPIPB2 -34521 6569 1.04857
chr16 4540909 rs12917680ENST00000ENSG00000NMRAL1 -66288 4796 1.04894
chr16 57811433 rs28549971ENST00000ENSG00000KIFC3 -13417 4573 1.0144
chr16 2039005 rs3211995 ENST00000ENSG00000SLC9A3R2 12136 4352 1.05297
chr16 2037459 rs12447809ENST00000ENSG00000SLC9A3R2 10530 4351 1.05146
chr16 89546629 rs462464 ENST00000ENSG00000RPL13 -14055 4241 1.0779
chr16 14889311 rs3743531 ENST00000ENSG00000PDXDC1 -85770 2275 1.04433
chr16 2663274 rs11646579ENST00000ENSG00000PDPK1 112670 3952 1.05467
chr16 1205885 rs8049080 ENST00000ENSG00000TSC2 -855705 4298 1.04535
chr16 2668216 rs11643554ENST00000ENSG00000PDPK1 86868 3920 1.03484
chr16 89561052 rs2280370 ENST00000ENSG00000RPL13 372 4241 1.06018
chr16 21814410 rs35478288ENST00000ENSG00000RRN3P1 -5595 1561 1.01815
chr16 70022612 rs55983210ENST00000ENSG00000NPIPB14P -32529 2691 1.05172
chr16 15035305 rs7404526 ENST00000ENSG00000NPIPA3 326360 2401 1.02822
chr16 70080553 rs10459794ENST00000ENSG00000NPIPB14P -98089 2691 1.03441
chr16 30324709 rs7195216 ENST00000ENSG00000SMG1P5 10344 1605 1.02787
chr16 15035305 rs7404526 ENST00000ENSG00000NPIPA2 287238 2301 1.04319
chr16 1960085 rs338791 ENST00000ENSG00000RPS2 4545 4474 1.06753
chr16 15021598 rs76711645ENST00000ENSG00000NPIPA3 312653 2401 1.00887
chr16 11976565 rs393329 ENST00000ENSG00000NPIPB2 77 6578 1.05502
chr16 30324709 rs7195216 ENST00000ENSG00000SMG1P5 -44740 1599 1.06369
chr16 31734121 rs76432876ENST00000ENSG00000ZNF720 20875 1652 1.05373
chr16 15783798 rs4781691 ENST00000ENSG00000PDXDC1 808785 2275 1.03897
chr16 19569377 rs121235 ENST00000ENSG00000C16orf62 13656 4228 1.04367
chr16 71310208 rs34832413ENST00000ENSG00000HYDIN -79487 2925 1.04666
chr16 11976565 rs393329 ENST00000ENSG00000NPIPB2 68 6573 1.06579
chr16 89913750 rs62052210ENST00000ENSG00000MC1R 1630 3078 1.0435
chr16 55653153 rs4238784 ENST00000ENSG00000MMP2 172619 4614 1.03941
chr16 30324709 rs7195216 ENST00000ENSG00000NPIPB12 -818890 1916 1.02521
chr16 30320409 rs8048666 ENST00000ENSG00000NPIPB12 -814411 1926 1.04566
chr16 30320409 rs8048666 ENST00000ENSG00000NPIPB12 -814594 1918 1.04973
chr16 89913750 rs62052210ENST00000ENSG00000MC1R -4130 3070 1.05897
chr16 53487086 rs8044091 ENST00000ENSG00000RBL2 25316 4483 1.04717
chr16 70607172 rs72792820ENST00000ENSG00000DDX19A 260266 2688 1.07273
chr16 89530813 rs4785691 ENST00000ENSG00000SPG7 -1061 4363 1.06776
chr16 70477477 rs17886064ENST00000ENSG00000AC012184. -130731 2669 1.07587
chr16 2687070 rs11645410ENST00000ENSG00000AC141586. -87353 3918 1.05643
chr16 68265878 rs12924125ENST00000ENSG00000PRMT7 -45097 2535 1.03362
chr16 75546513 rs2738796 ENST00000ENSG00000TMEM231 9754 5223 1.06007
chr16 11976565 rs393329 ENST00000ENSG00000UBL5P4 -7823 6591 1.02904
chr16 89513463 rs4513098 ENST00000ENSG00000SPG7 -9258 4404 1.05825
chr16 53409724 rs13332071ENST00000ENSG00000RBL2 -57051 4490 1.05798
chr16 53409724 rs13332071ENST00000ENSG00000RBL2 -54568 4484 1.02786
chr16 87730661 rs9934565 ENST00000ENSG00000KLHDC4 344 6236 1.06748
chr16 84074149 rs17725963ENST00000ENSG00000MBTPS1 -12519 8705 1.05119
chr16 84087051 rs2875857 ENST00000ENSG00000MBTPS1 -29008 8705 1.03087
chr16 57985349 rs2304486 ENST00000ENSG00000TEPP 167 4837 1.03481
chr16 86532509 rs34602875ENST00000ENSG00000MTHFSD 22239 6535 1.04207
chr16 87730661 rs9934565 ENST00000ENSG00000AC010536. 17044 6222 1.08606
chr16 27460543 rs12922976ENST00000ENSG00000IL21R-AS1 -7151 4197 1.05582
chr16 58261861 rs11076233ENST00000ENSG00000KIFC3 -496017 4590 1.03464
chr16 88673580 rs11076696ENST00000ENSG00000SNAI3-AS1 10199 5610 1.06371
chr16 51798845 rs60514296ENST00000ENSG00000LINC01571 27280 4082 1.04818
chr16 53655766 rs9925121 ENST00000ENSG00000RPGRIP1L 48080 4607 1.03966
chr16 90026667 rs77270200ENST00000ENSG00000GAS8 7037 2873 1.07367
chr16 89728586 rs9941129 ENST00000ENSG00000ZNF276 -2941 3704 1.0391
chr16 89493907 rs4291902 ENST00000ENSG00000SPG7 -30298 4401 1.04476
chr16 2674253 rs11301380ENST00000ENSG00000ERVK13-1 -810 3957 1.07252
chr16 30176355 rs12373078ENST00000ENSG00000SLX1A -19958 1741 1.07251
chr16 2664383 rs6501078 ENST00000ENSG00000ERVK13-1 8990 3954 1.06494
chr16 31460537 rs8056200 ENST00000ENSG00000ZNF668 -386354 2066 1.03669
chr16 23521488 rs11074564ENST00000ENSG00000EARS2 36242 3938 1.01985
chr16 29152569 rs153175 ENST00000ENSG00000RRN3P2 77592 1963 1.03364
chr16 53488837 rs8055279 ENST00000ENSG00000RBL2 9290 4503 1.05535
chr16 75547171 rs2641809 ENST00000ENSG00000ADAT1 75611 5278 1.06967
chr16 69330540 rs8057004 ENST00000ENSG00000AC026464. 21189 3100 1.03839
chr16 84180359 rs2278043 ENST00000ENSG00000TAF1C 6660 8499 1.02837
chr16 89818414 rs2376879 ENST00000ENSG00000SPIRE2 234 3362 1.0602
chr16 28530851 rs231977 ENST00000ENSG00000EIF3C -189649 2385 1.05221
chr16 70251998 rs4985407 ENST00000ENSG00000SMG1P7 -6383 2586 1.07762
chr16 1666009 rs8058190 ENST00000ENSG00000IFT140 -81747 5026 1.05578
chr16 30324709 rs7195216 ENST00000ENSG00000BOLA2-SMG -870354 1877 1.05433
chr16 89563372 rs3211568 ENST00000ENSG00000RPL13 2688 4241 1.05968
chr16 84486719 rs431389 ENST00000ENSG00000ATP2C2-AS -19359 8145 1.03849
chr16 19711790 rs62024159ENST00000ENSG00000KNOP1 6444 4571 1.03458
chr16 48356601 rs8053839 ENST00000ENSG00000LONP2 22288 2725 1.03967
chr16 89556116 rs12919215ENST00000ENSG00000SPG7 251 4271 1.0612
chr16 28499072 rs40834 ENST00000ENSG00000EIF3C -222184 2385 1.0464
chr16 89903159 rs62052186ENST00000ENSG00000TCF25 7168 3121 1.05661
chr16 87716028 rs9933061 ENST00000ENSG00000KLHDC4 27015 6214 1.05856
chr16 30176355 rs12373078ENST00000ENSG00000SLX1B 719384 1889 1.05524
chr16 75547171 rs2641809 ENST00000ENSG00000ADAT1 75294 5288 1.04657
chr16 733004 rs2071951 ENST00000ENSG00000NARFL 329 4303 1.03884
chr16 89565257 rs17471624ENST00000ENSG00000SPG7 12192 4283 1.09116
chr16 1809431 rs1628812 ENST00000ENSG00000HAGH 17725 4611 1.04861
chr16 48356601 rs8053839 ENST00000ENSG00000LONP2 914 2733 1.06048
chr16 28837497 rs12325278ENST00000ENSG00000ATXN2L 3431 2295 1.06135
chr16 84488237 rs438255 ENST00000ENSG00000TLDC1 198 8095 1.0547
chr16 21974165 rs11648723ENST00000ENSG00000AC092375. -178407 1554 1.01818
chr16 21974165 rs11648723ENST00000ENSG00000AC009021. 638030 2357 1.04475
chr16 75124197 rs62059211ENST00000ENSG00000ZFP1 -24855 4410 1.03864
chr16 87730661 rs9934565 ENST00000ENSG00000KLHDC4 10302 6211 1.0455
chr16 68666374 rs72785133ENST00000ENSG00000PRMT7 342390 2558 1.0357
chr16 89562462 rs885268 ENST00000ENSG00000RPL13 1780 4241 1.04669
chr16 30324709 rs7195216 ENST00000ENSG00000NPIPB13 -70200 1647 1.03229
chr16 69939752 rs4985461 ENST00000ENSG00000CLEC18A -11423 2715 1.06533
chr16 90036709 rs7498985 ENST00000ENSG00000GAS8 -5669 2854 1.04334
chr16 2671344 rs57420348ENST00000ENSG00000ERVK13-1 2096 3957 1.05539
chr16 88684382 rs8050696 ENST00000ENSG00000SNAI3-AS1 10985 5588 1.05199
chr16 70251998 rs4985407 ENST00000ENSG00000SMG1P7 -16630 2588 1.07328
chr16 19020998 rs28872596ENST00000ENSG00000COQ7 -46992 3072 1.05355
chr16 70080964 rs4985489 ENST00000ENSG00000CLEC18C -93123 2565 1.07047
chr16 30380778 rs4247355 ENST00000ENSG00000BOLA2-SMG -926432 1877 1.04107
chr16 2936322 rs9928222 ENST00000ENSG00000FLYWCH1 1440 3257 1.06637
chr16 25031662 rs28591601ENST00000ENSG00000LINC02175 -35276 5015 1.03648
chr16 4460425 rs9929311 ENST00000ENSG00000NMRAL1 15871 4791 1.03933
chr16 2943813 rs9929071 ENST00000ENSG00000FLYWCH1 10015 3254 1.05428
chr16 25080089 rs7498466 ENST00000ENSG00000AC133552. -13299 5066 1.05608
chr16 10770702 rs9932445 ENST00000ENSG00000TVP23A 4293 6501 1.06273
chr16 3015923 rs2269911 ENST00000ENSG00000ZNF174 -386052 3709 1.05662
chr16 628843 rs1984395 ENST00000ENSG00000WFIKKN1 -397 4173 1.07781
chr16 15716354 rs55871015ENST00000ENSG00000AF001548.2 -10321 2007 1.04369
chr16 3678707 rs7203664 ENST00000ENSG00000TRAP1 38818 4063 1.0533
chr16 2936322 rs9928222 ENST00000ENSG00000FLYWCH1 -204 3256 1.04357
chr16 2934495 rs2074360 ENST00000ENSG00000FLYWCH1 692 3254 1.03408
chr16 3678516 rs4786429 ENST00000ENSG00000TRAP1 -213 4081 1.05381
chr16 71539644 rs310334 ENST00000ENSG00000ZNF23 -86996 3157 1.08064
chr16 70676955 rs59984573ENST00000ENSG00000MTSS1L 3069 2757 1.08292
chr16 3184217 rs224183 ENST00000ENSG00000AJ003147.1 -200 3633 1.04733
chr16 4796532 rs56400014ENST00000ENSG00000SEPT12 -10697 5723 1.05755
chr16 4766484 rs4786550 ENST00000ENSG00000AC020663. 30047 5801 1.0514
chr16 67657765 rs6979 ENST00000ENSG00000ACD 2505 2106 1.02873
chr16 86539042 rs11645968ENST00000ENSG00000AC009108. -15146 6525 1.07682
chr16 25031662 rs28591601ENST00000ENSG00000SCML2P2 -37909 5012 1.06589
chr16 15154863 rs75000738ENST00000ENSG00000PKD1P6-NP -23263 2450 1.04558
chr16 89513463 rs4513098 ENST00000ENSG00000AC092123. -3335 4408 1.0691
chr16 24522378 rs12596523ENST00000ENSG00000RBBP6 -30616 4624 1.05006
chr16 69154209 rs2288039 ENST00000ENSG00000COG8 185296 3091 1.04574
chr16 29604081 rs4278765 ENST00000ENSG00000NPIPB12 -104630 1918 1.02288
chr16 15079889 rs2941253 ENST00000ENSG00000NPIPA3 368199 2395 1.04335
chr16 30144747 rs76834203ENST00000ENSG00000NPIPB13 94672 1672 1.03096
chr16 11976565 rs393329 ENST00000ENSG00000NPIPB2 -35269 6570 1.02727
chr16 86538949 rs7189413 ENST00000ENSG00000MTHFSD -5150 6535 1.04014
chr17 3605864 rs17634022ENST00000ENSG00000SHPK 30457 5227 1.04823
chr17 6609150 rs7221587 ENST00000ENSG00000MED31 42483 5065 1.04198
chr17 9914557 rs1801760 ENST00000ENSG00000RCVRN -8937 4733 1.03734
chr17 6650136 rs72835786ENST00000ENSG00000TXNDC17 9377 5047 1.05467
chr17 14134154 rs12943936ENST00000ENSG00000COX10 64624 6305 1.06393
chr17 46751565 rs199533 ENST00000ENSG00000KANSL1 -558766 4021 1.07205
chr17 73239659 rs12951304ENST00000ENSG00000C17orf80 7021 4852 1.02915
chr17 18408220 rs651495 ENST00000ENSG00000CCDC144B 217226 2150 1.02284
chr17 75495403 rs8082606 ENST00000ENSG00000SAP30BP -171964 3936 1.0591
chr17 79055854 rs4790031 ENST00000ENSG00000ENGASE -24459 5115 1.03873
chr17 18768420 rs10775382ENST00000ENSG00000FBXW10 24393 2056 1.02662
chr17 28640944 rs550816 ENST00000ENSG00000SUPT6H -21148 2229 1.04702
chr17 39045502 rs12600916ENST00000ENSG00000PLXDC1 106146 2849 1.04567
chr17 64961099 rs11159685ENST00000ENSG00000LRRC37A3 -63440 3010 1.05501
chr17 80277897 rs62074445ENST00000ENSG00000RNF213 17026 5188 1.02512
chr17 46291264 rs78625142ENST00000ENSG00000LRRC37A -3868 4073 1.03531
chr17 46548562 rs1863115 ENST00000ENSG00000ARL17A 31159 4153 1.06267
chr17 46286843 rs2732614 ENST00000ENSG00000LRRC37A2 -225868 4142 1.05048
chr17 46548562 rs1863115 ENST00000ENSG00000ARL17A 31119 4165 1.06219
chr17 19673705 rs11204408ENST00000ENSG00000ALDH3A2 24953 2038 1.03688
chr17 20002618 rs79773274ENST00000ENSG00000CCDC144CP -318547 2396 1.06199
chr17 2304032 rs3744270 ENST00000ENSG00000SRR 327 4514 1.03378
chr17 40626091 rs7224919 ENST00000ENSG00000SMARCE1 22416 3834 1.03425
chr17 73225471 rs2133270 ENST00000ENSG00000C17orf80 -7152 4852 1.055
chr17 409513 rs11150881ENST00000ENSG00000C17orf97 -815 3237 1.04508
chr17 27903454 rs8078361 ENST00000ENSG00000LYRM9 -11134 2532 1.05041
chr17 48082449 rs71369829ENST00000ENSG00000RNU6-1201 6334 3622 1.06237
chr17 17228555 rs1708618 ENST00000ENSG00000FLCN 921 3360 1.06433
chr17 80101429 rs2304850 ENST00000ENSG00000GAA -166 5343 1.04061
chr17 82205345 rs8077209 ENST00000ENSG00000CCDC57 7467 4557 1.05166
chr17 46742229 rs17698176ENST00000ENSG00000LRRC37A 447129 4073 1.05832
chr17 46267697 rs2732651 ENST00000ENSG00000RPS26P8 659125 4245 1.011
chr17 41901959 rs3816122 ENST00000ENSG00000NT5C3B -65763 3709 1.05305
chr17 18715331 rs163367 ENST00000ENSG00000TRIM16L -6693 2054 1.0424
chr17 8376006 rs1695213 ENST00000ENSG00000KRBA2 704 3873 1.02374
chr17 45496053 rs62065453ENST00000ENSG00000KANSL1-AS -697524 3982 1.03354
chr17 55082471 rs2541236 ENST00000ENSG00000STXBP4 113675 4153 1.04183
chr17 43828595 rs58283314ENST00000ENSG00000MPP3 3646 2848 1.04704
chr17 30694324 rs11656986ENST00000ENSG00000AC005562. 117815 2556 1.06422
chr17 3597711 rs62069909ENST00000ENSG00000TRPV1 -4835 5153 1.03396
chr17 55005761 rs11079143ENST00000ENSG00000STXBP4 36985 4153 1.06315
chr17 44605286 rs8080685 ENST00000ENSG00000MEIOC -51187 3049 1.06861
chr17 80277897 rs62074445ENST00000ENSG00000RNF213 -93755 4950 1.02097
chr17 18408220 rs651495 ENST00000ENSG00000USP32P2 112585 2193 1.04462
chr17 16668190 rs8075374 ENST00000ENSG00000AC005822. -50310 3397 1.04007
chr17 18389857 rs674622 ENST00000ENSG00000USP32P2 131394 2189 1.04005
chr17 48849253 rs550510 ENST00000ENSG00000CALCOCO2 18217 3571 1.01685
chr17 18151915 rs854772 ENST00000ENSG00000MYO15A -1481 2730 1.04242
chr17 47833909 rs2023799 ENST00000ENSG00000THRA1/BTR -460439 3616 1.03913
chr17 14006309 rs11651575ENST00000ENSG00000COX10-AS1 -213760 6202 1.02021
chr17 47625898 rs6505062 ENST00000ENSG00000MRPL45P2 -133407 3103 1.07337
chr17 18241406 rs2245737 ENST00000ENSG00000AC107983. 300513 2193 1.07532
chr17 63735635 rs6504179 ENST00000ENSG00000FTSJ3 92035 2181 1.05204
chr17 18151603 rs865923 ENST00000ENSG00000MYO15A -6744 2719 1.05733
chr17 30576813 rs216410 ENST00000ENSG00000AC011840. 186 2551 0.991493
chr17 18679930 rs7217354 ENST00000ENSG00000ZNF286B 2310 2050 1.02163
chr17 50372866 rs11871126ENST00000ENSG00000MRPL27 340 3536 1.06277
chr17 18680314 rs4924764 ENST00000ENSG00000ZNF286B 1503 2048 1.07129
chr17 46548562 rs1863115 ENST00000ENSG00000ARL17A 31107 4149 1.06501
chr17 18363725 rs643333 ENST00000ENSG00000CCDC144B 261891 2132 1.0475
chr17 18698090 rs12937368ENST00000ENSG00000TRIM16L 79 2057 1.05853
chr17 46494702 rs3874943 ENST00000ENSG00000ARL17B -132939 4118 1.05334
chr17 45055351 rs12602966ENST00000ENSG00000DCAKD -20211 4180 1.04015
chr17 18363725 rs643333 ENST00000ENSG00000CCDC144B 261882 2122 1.05197
chr17 46788132 rs199499 ENST00000ENSG00000Y_RNA -572962 3974 1.02668
chr17 75586381 rs1899411 ENST00000ENSG00000GRB2 -260044 4014 1.03238
chr17 59909614 rs7216805 ENST00000ENSG00000RNFT1 55146 2372 1.06825
chr17 10714903 rs376174 ENST00000ENSG00000ADPRM 17288 4780 1.05967
chr17 15571773 rs4054403 ENST00000ENSG00000TEKT3 -240160 4850 1.04481
chr17 58971299 rs9898916 ENST00000ENSG00000AC100832. 73522 2484 1.08576
chr17 15980913 rs2286796 ENST00000ENSG00000ZSWIM7 18770 3702 1.00367
chr17 19690695 rs2386142 ENST00000ENSG00000ALDH3A2 34549 2040 1.03542
chr17 75867265 rs2034945 ENST00000ENSG00000MRPL38 33658 4172 1.04483
chr17 13004592 rs58608011ENST00000ENSG00000ELAC2 1953 5453 1.07967
chr17 16434269 rs35540454ENST00000ENSG00000LRRC75A-A -5053 3394 1.05775
chr17 15548270 rs2954742 ENST00000ENSG00000TVP23C-CD 15201 4642 1.03576
chr17 46182324 rs87994617ENST00000ENSG00000NSF -408437 4171 1.0457
chr17 59116876 rs67378767ENST00000ENSG00000RAD51C 424269 2785 1.04449
chr17 27297270 rs4795558 ENST00000ENSG00000WSB1 -5166 1946 1.02682
chr17 15976596 rs1045599 ENST00000ENSG00000ZSWIM7 23053 3703 1.05444
chr17 16459847 rs4792751 ENST00000ENSG00000LRRC75A-A 20519 3394 1.08471
chr17 16017757 rs9897542 ENST00000ENSG00000ZSWIM7 -18041 3702 1.04841
chr17 15684031 rs163385 ENST00000ENSG00000TBC1D26 -48253 4021 1.06306
chr17 76564478 rs1132648 ENST00000ENSG00000SNHG16 6707 4862 1.04312
chr17 15790258 rs28410114ENST00000ENSG00000MEIS3P1 3639 3847 1.04897
chr17 45868925 rs886249 ENST00000ENSG00000LRRC37A -423809 4067 1.05798
chr17 30729377 rs9899137 ENST00000ENSG00000SUZ12P1 -2330 2957 1.06094
chr17 40036380 rs9303283 ENST00000ENSG00000MED24 17227 3308 1.07399
chr17 50106372 rs847695 ENST00000ENSG00000PDK2 -70 3616 1.06062
chr17 50537968 rs2306001 ENST00000ENSG00000SPATA20 -9162 3660 0.968245
chr17 50772662 rs7221590 ENST00000ENSG00000CACNA1G 211201 3688 1.00775
chr17 50535072 rs79723678ENST00000ENSG00000SPATA20 -12134 3660 0.985881
chr17 80277897 rs62074445ENST00000ENSG00000RNF213 17030 5188 1.05174
chr17 50524273 rs6504667 ENST00000ENSG00000AC021491. 14480 3655 1.03791
chr17 47347749 rs7206971 ENST00000ENSG00000EFCAB13 23972 2862 1.04066
chr17 47309174 rs9303533 ENST00000ENSG00000EFCAB13 -14852 2863 1.04932
chr17 47408616 rs9894905 ENST00000ENSG00000EFCAB13 78764 2869 1.05031
chr17 15543515 rs58393633ENST00000ENSG00000TVP23C 20071 4494 1.05556
chr17 15552007 rs2907502 ENST00000ENSG00000TVP23C-CD 11440 4641 1.0539
chr17 47659909 rs4264433 ENST00000ENSG00000EFCAB13 335883 2863 1.04994
chr17 47297458 rs11361912ENST00000ENSG00000EFCAB13 -28882 2865 1.05588
chr17 47694567 rs62074055ENST00000ENSG00000EFCAB13 370605 2863 1.05092
chr17 15548270 rs2954742 ENST00000ENSG00000TVP23C 15201 4489 1.03953
chr17 15554994 rs236810 ENST00000ENSG00000TVP23C-CD 8566 4646 1.03619
chr17 69201334 rs2364991 ENST00000ENSG00000ABCA10 27320 4108 1.03572
chr17 15543515 rs58393633ENST00000ENSG00000TVP23C 19932 4489 1.03783
chr17 47361586 rs6504872 ENST00000ENSG00000EFCAB13 -8031 2946 1.04061
chr17 15543515 rs58393633ENST00000ENSG00000CDRT4 -39908 4641 1.07129
chr17 74361446 rs6501712 ENST00000ENSG00000HID1 611514 4113 1.0405
chr17 45746994 rs7207400 ENST00000ENSG00000ARHGAP27 -314646 4572 1.05732
chr17 18147574 rs854775 ENST00000ENSG00000MYO15A -6481 2727 1.04253
chr17 15490272 rs9899922 ENST00000ENSG00000TVP23C-CD 73286 4642 1.04113
chr17 80277897 rs62074445ENST00000ENSG00000RNF213 -10063 5111 1.05603
chr17 80277897 rs62074445ENST00000ENSG00000RNF213 -85775 4977 1.04749
chr17 77072506 rs480454 ENST00000ENSG00000SEC14L1 -16244 5184 1.06827
chr17 46548562 rs1863115 ENST00000ENSG00000NSFP1 175706 4131 1.03976
chr17 45663199 rs1724409 ENST00000ENSG00000MAPT -231378 4000 1.07892
chr17 46494702 rs3874943 ENST00000ENSG00000ARL17B -132939 4055 1.06537
chr17 80102793 rs12450199ENST00000ENSG00000GAA -9592 5342 1.03898
chr17 410391 rs7502594 ENST00000ENSG00000C17orf97 53 3237 1.06182
chr17 46494702 rs3874943 ENST00000ENSG00000NSF -107741 4178 1.05339
chr17 83054980 rs11868902ENST00000ENSG00000B3GNTL1 -105033 2898 1.06654
chr17 6450359 rs7218283 ENST00000ENSG00000PIMREG 2863 5053 1.04628
chr17 46171730 rs17662889ENST00000ENSG00000KANSL1 22148 3985 1.05803
chr17 19261866 rs28582509ENST00000ENSG00000SNORD3B-2 -197731 2105 1.05304
chr17 81374418 rs56106389ENST00000ENSG00000AC110285. 15837 4992 1.05984
chr17 82603449 rs3794714 ENST00000ENSG00000WDR45B 33133 3465 1.04309
chr17 46219782 rs2696689 ENST00000ENSG00000AC005670. -703352 3333 1.04693
chr17 82653129 rs6502127 ENST00000ENSG00000RAB40B 45598 3282 1.0772
chr17 46032108 rs7220988 ENST00000ENSG00000KANSL1 14012 4021 1.04778
chr17 46830897 rs9904865 ENST00000ENSG00000WNT3 2160 3669 1.06056
chr17 46148520 rs1406069 ENST00000ENSG00000KANSL1-AS -47539 3984 1.04325
chr17 45735233 rs62054398ENST00000ENSG00000LRRC37A2 -811993 4158 1.06964
chr17 2037754 rs12451788ENST00000ENSG00000DPH1 7586 4692 1.0417
chr17 46003698 rs8070723 ENST00000ENSG00000KANSL1 189207 4021 1.05834
chr17 45733530 rs77804065ENST00000ENSG00000ARL17B 619351 4087 1.05525
chr17 5409832 rs1989946 ENST00000ENSG00000NUP88 -23625 5273 1.06669
chr17 45962818 rs35838379ENST00000ENSG00000ARL17A 616832 4159 1.07207
chr17 46958844 rs9898527 ENST00000ENSG00000GOSR2 20244 3277 1.05128
chr17 5662583 rs12951017ENST00000ENSG00000PELP1 -989049 4902 1.0708
chr17 7626953 rs858520 ENST00000ENSG00000SAT2 851 3775 1.03372
chr17 81720706 rs62077222ENST00000ENSG00000ARL16 -37039 4914 1.04253
chr17 4193067 rs56050239ENST00000ENSG00000ANKFY1 -1733 5153 1.05555
chr17 7986991 rs11655902ENST00000ENSG00000CNTROB 41659 3623 1.04918
chr17 19640825 rs9889632 ENST00000ENSG00000ALDH3A2 -22562 2038 0.999323
chr17 7247792 rs2654186 ENST00000ENSG00000ELP5 -4265 4320 1.05636
chr17 82719711 rs12946071ENST00000ENSG00000AC024361. -3457 3056 1.09146
chr17 46286690 rs2732615 ENST00000ENSG00000KANSL1 -61324 3985 1.07439
chr17 46171471 rs35643216ENST00000ENSG00000MAPK8IP1P -72136 3997 1.03276
chr17 80037147 rs73437682ENST00000ENSG00000CCDC40 -11224 5301 1.05012
chr17 82587054 rs9914529 ENST00000ENSG00000TBCD -306011 2916 1.04017
chr17 409857 rs11150882ENST00000ENSG00000C17orf97 -4239 3249 1.04246
chr17 47378107 rs2292346 ENST00000ENSG00000MRPL45P2 114362 3116 1.05155
chr17 45678491 rs1724401 ENST00000ENSG00000KANSL1 493685 4021 1.04891
chr17 45962818 rs35838379ENST00000ENSG00000ARL17B 398907 4116 1.05684
chr17 46548562 rs1863115 ENST00000ENSG00000NSF -42460 4172 1.03583
chr17 81098666 rs9319614 ENST00000ENSG00000BAIAP2 13570 5071 1.02803
chr17 80047238 rs7207441 ENST00000ENSG00000CCDC40 10560 5292 1.03381
chr17 46275856 rs2732703 ENST00000ENSG00000KANSL1 -104738 3978 1.04821
chr17 46788237 rs199498 ENST00000ENSG00000NSF 75087 3900 1.04387
chr17 1673075 rs11078563ENST00000ENSG00000PRPF8 4195 4707 1.03697
chr17 81113737 rs4076427 ENST00000ENSG00000BAIAP2 78588 5179 1.05629
chr17 46742229 rs17698176ENST00000ENSG00000LRRC37A2 230717 4142 1.06163
chr17 45707983 rs61667602ENST00000ENSG00000KANSL1 516730 3982 1.05009
chr17 7648524 rs72829444ENST00000ENSG00000POLR2A 150742 3935 1.02422
chr17 55412238 rs7213162 ENST00000ENSG00000MMD 9558 4209 1.04877
chr17 46193619 rs75449579ENST00000ENSG00000KANSL1 -22680 3994 1.05614
chr17 19287629 rs3785787 ENST00000ENSG00000GRAPL 160093 2162 1.04906
chr17 64741484 rs11871616ENST00000ENSG00000PLEKHM1P 95654 3062 1.06949
chr17 82113173 rs7226049 ENST00000ENSG00000CCDC57 81081 4456 1.07058
chr17 64929342 rs2941235 ENST00000ENSG00000ICAM2 -908718 2037 1.00856
chr17 58311566 rs2072144 ENST00000ENSG00000TSPOAP1 -2976 3087 1.03094
chr17 45883545 rs56180212ENST00000ENSG00000RN7SL199P -653990 4155 1.03542
chr17 82222302 rs8064935 ENST00000ENSG00000CCDC57 -23875 4456 1.05236
chr17 45883545 rs56180212ENST00000ENSG00000RN7SL656P -436135 4104 1.05794
chr17 45825175 rs4327090 ENST00000ENSG00000AC091132. -266106 4406 1.04341
chr17 82035820 rs28755469ENST00000ENSG00000DCXR 1166 4674 1.05202
chr17 66347290 rs12952360ENST00000ENSG00000HELZ 892509 4327 1.02156
chr17 46290849 rs2732600 ENST00000ENSG00000LRRC37A4P -775694 4464 1.08287
chr17 64999005 rs74651097ENST00000ENSG00000SMURF2 -435841 2806 1.05661
chr17 45909818 rs11144785ENST00000ENSG00000MAPK8IP1P -307479 4266 1.00838
chr17 15702348 rs28688840ENST00000ENSG00000ZNF286A 2603 4139 1.06337
chr17 15495639 rs9913509 ENST00000ENSG00000AC005703.4 -77762 4790 1.06024
chr17 82034979 rs9903249 ENST00000ENSG00000DCXR 2717 4674 1.04179
chr17 46142465 17:4421983ENST00000ENSG00000DND1P1 556593 4309 1.06339
chr17 31944083 rs14349204ENST00000ENSG00000LRRC37B -80653 3201 1.05246
chr17 64810343 rs1811185 ENST00000ENSG00000PLEKHM1P 26804 3061 1.05241
chr17 15697137 rs12150568ENST00000ENSG00000TBC1D26 -41203 4008 1.02569
chr17 30824006 rs56325146ENST00000ENSG00000AC127024. 94536 2955 1.04401
chr17 27315289 rs3751921 ENST00000ENSG00000WSB1 21166 1939 1.04874
chr17 15490272 rs9899922 ENST00000ENSG00000TVP23C 55643 4568 1.02368
chr17 45880713 rs56040418ENST00000ENSG00000LRRC37A4P -330379 4462 1.06662
chr17 27301794 rs6561 ENST00000ENSG00000WSB1 7717 1939 1.06074
chr17 19634812 rs62065946ENST00000ENSG00000ALDH3A2 -13912 2038 1.04291
chr17 14017737 rs11650847ENST00000ENSG00000AC005304. -50786 6350 1.03753
chr17 15701938 rs9890896 ENST00000ENSG00000ZNF286A 2356 4139 1.02637
chr17 17559306 rs11654842ENST00000ENSG00000TOP3A 755662 2450 1.01277
chr17 30574133 rs11080128ENST00000ENSG00000SH3GL1P2 -50281 2619 1.03712
chr17 30777713 rs55811708ENST00000ENSG00000SUZ12P1 11209 3028 1.05554
chr17 8376006 rs1695213 ENST00000ENSG00000AC135178. 7180 3873 1.03891
chr17 30803862 rs3794796 ENST00000ENSG00000SUZ12P1 69798 2973 1.05837
chr17 45825175 rs4327090 ENST00000ENSG00000AC138645. -678772 4132 1.04383
chr17 79966097 rs7219375 ENST00000ENSG00000RBFOX3 -869405 5138 1.04398
chr17 80277897 rs62074445ENST00000ENSG00000RNF213 17028 5188 1.04502
chr17 19634812 rs62065946ENST00000ENSG00000ALDH3A2 -13912 2038 1.04843
chr17 30578648 rs122899 ENST00000ENSG00000AC005562. 2183 2554 1.05729
chr17 31944083 rs14349204ENST00000ENSG00000AC138207. -896364 3224 1.05666
chr17 15543515 rs58393633ENST00000ENSG00000TVP23C -3345 4491 1.06387
chr17 16427107 rs11078341ENST00000ENSG00000LRRC75A-A -11948 3395 1.0689
chr17 15702348 rs28688840ENST00000ENSG00000ZNF286A 2614 4139 1.05106
chr17 82049179 rs62078730ENST00000ENSG00000RFNG 1607 4695 1.0632
chr17 40032802 rs3935280 ENST00000ENSG00000MED24 -370 3332 1.05133
chr17 63810333 rs2727295 ENST00000ENSG00000PSMC5 -17140 2171 1.04428
chr17 64841483 rs2005538 ENST00000ENSG00000PLEKHM1P -4348 3050 1.0291
chr17 45829360 rs17425752ENST00000ENSG00000Metazoa_S -302615 4439 1.03684
chr17 45608460 rs413519 ENST00000ENSG00000LINC02210 -11869 4200 1.08235
chr17 15693823 rs11078310ENST00000ENSG00000AC005324.4 -5919 4139 1.03251
chr17 46494702 rs3874943 ENST00000ENSG00000AC091132. 941846 4407 1.04296
chr17 46249529 rs79475968ENST00000ENSG00000AC091132. 703628 4417 1.05794
chr17 45980229 rs3785884 ENST00000ENSG00000AC091132. -421492 4413 1.06428
chr17 46044213 rs72836318ENST00000ENSG00000AC091132. 498407 4417 1.06705
chr17 44916487 rs3760379 ENST00000ENSG00000GJC1 -103183 3458 1.0486
chr17 44314709 rs68030960ENST00000ENSG00000RUNDC3A 4004 3287 1.04939
chr17 75898723 rs7370 ENST00000ENSG00000ACOX1 50635 4360 0.99453
chr17 46044213 rs72836318ENST00000ENSG00000AC091132.4 512635 4430 1.05329
chr17 59501156 rs4047830 ENST00000ENSG00000DHX40P1 501227 2376 1.0538
chr17 42642287 rs9913172 ENST00000ENSG00000PSMC3IP -64493 2592 1.03553
chr17 43586532 rs7225125 ENST00000ENSG00000VAT1 -566978 2712 1.04925
chr17 45721537 rs56062621ENST00000ENSG00000LINC02210 75865 4120 1.06386
chr17 46249529 rs79475968ENST00000ENSG00000AC091132. 703724 4417 1.04746
chr17 68135517 rs7210736 ENST00000ENSG00000AC005332. -54368 3947 1.04619
chr17 45701314 rs17688916ENST00000ENSG00000LINC02210 80973 4200 1.06233
chr17 46494702 rs3874943 ENST00000ENSG00000AC091132. 948824 4417 1.07506
chr17 76561894 rs3744050 ENST00000ENSG00000SNHG16 4127 4862 1.04965
chr17 78425386 rs36119275ENST00000ENSG00000PGS1 24554 5706 1.04349
chr17 78397894 rs16971105ENST00000ENSG00000PGS1 19223 5697 1.07457
chr17 43009066 rs11869496ENST00000ENSG00000VAT1 7246 2707 1.04898
chr17 45961419 rs62063281ENST00000ENSG00000LINC02210 321981 4141 1.01303
chr17 35926187 rs2702950 ENST00000ENSG00000LRRC37A9P -8178 2811 1.04506
chr17 35780161 rs35517765ENST00000ENSG00000C17orf50 19250 2716 1.02741
chr17 18389857 rs674622 ENST00000ENSG00000CCDC144B 161696 2148 1.06904
chr17 18408220 rs651495 ENST00000ENSG00000CCDC144B 146044 2158 1.03754
chr17 3662919 rs1128098 ENST00000ENSG00000TAX1BP3 5759 5219 1.05022
chr17 36488913 rs34675748ENST00000ENSG00000ZNHIT3 2234 2209 1.06006
chr17 45078655 rs59695806ENST00000ENSG00000DCAKD -27139 4180 1.06634
chr17 38322462 rs73302946ENST00000ENSG00000TBC1D3D 318485 1834 0.99985
chr17 18389857 rs674622 ENST00000ENSG00000CCDC144B 235750 2154 1.07159
chr17 15517853 rs11653403ENST00000ENSG00000CDRT4 -50243 4646 1.05471
chr17 37640578 rs7207654 ENST00000ENSG00000SYNRG -31198 1717 1.03774
chr17 40660274 rs917593 ENST00000ENSG00000AC073508. 11973 3831 1.06593
chr17 18369135 rs12452987ENST00000ENSG00000CCDC144B 237255 2134 1.05392
chr17 81720706 rs62077222ENST00000ENSG00000ARL16 -36944 4917 1.0605
chr17 46548562 rs1863115 ENST00000ENSG00000ARL17B -186766 4086 1.04924
chr17 399065 rs4567793 ENST00000ENSG00000C17orf97 -15129 3249 1.02841
chr18 56648045 rs487140 ENST00000ENSG00000TXNL1 -9401 3582 1.04807
chr18 9294969 rs12957968ENST00000ENSG00000ANKRD12 158191 5457 1.05934
chr18 74278063 rs1790861 ENST00000ENSG00000CYB5A 12977 4909 1.03555
chr18 9116082 rs1785560 ENST00000ENSG00000NDUFV2 13451 5415 1.04633
chr18 74521112 rs7577 ENST00000ENSG00000CNDP2 24903 4523 1.03292
chr18 58766243 rs35305103ENST00000ENSG00000MALT1 94856 5482 1.04273
chr18 36130477 rs9958282 ENST00000ENSG00000ELP2 605 3703 1.06063
chr18 32302421 rs7243963 ENST00000ENSG00000CCDC178 1138271 3543 0.949538
chr18 9743976 rs11662192ENST00000ENSG00000PPP4R1 -129419 5548 1.0472
chr18 46108610 rs11874712ENST00000ENSG00000PSTPIP2 -36351 4323 1.05557
chr18 9188856 rs6506644 ENST00000ENSG00000NDUFV2 71468 5429 1.06917
chr18 63960916 rs9961020 ENST00000ENSG00000HMSD 11558 5000 1.02643
chr18 13047785 rs570505 ENST00000ENSG00000CEP192 39284 4624 1.06606
chr18 8801283 rs4797332 ENST00000ENSG00000MTCL1 -8536 5255 1.03479
chr18 36163147 rs72888742ENST00000ENSG00000ELP2 25051 3708 1.07796
chr18 36163697 rs72888747ENST00000ENSG00000ELP2 33802 3703 1.04632
chr18 36145968 rs1785928 ENST00000ENSG00000ELP2 -24912 3661 1.01547
chr18 36186044 rs607856 ENST00000ENSG00000ELP2 56148 3703 1.03378
chr18 80223941 rs72980366ENST00000ENSG00000AC090360. 186553 3173 1.03731
chr18 80094597 rs4603632 ENST00000ENSG00000AC090360. 12443 3036 1.07266
chr18 80048712 rs10853396ENST00000ENSG00000RBFADN -14041 3090 1.04397
chr18 80035232 rs4644918 ENST00000ENSG00000AC090360. 885 3174 1.05065
chr18 101816 rs9797466 ENST00000ENSG00000ROCK1P1 -10552 2808 1.05521
chr18 5289888 rs2789 ENST00000ENSG00000LINC00667 48897 4791 1.05054
chr18 54288922 rs491703 ENST00000ENSG00000POLI -2445 5091 1.07354
chr18 54271677 rs2276182 ENST00000ENSG00000POLI 2084 5101 1.05482
chr18 54246103 rs8093601 ENST00000ENSG00000POLI -23302 5101 1.06157
chr18 54316635 rs664075 ENST00000ENSG00000POLI 33728 5101 1.05689
chr18 74598497 rs9964136 ENST00000ENSG00000LINC00909 -674 4477 1.05557
chr18 74260915 rs7238987 ENST00000ENSG00000CYB5A 765 4909 1.04549
chr18 54296843 rs513543 ENST00000ENSG00000POLI 24672 5102 1.08516
chr18 49491450 rs1943676 ENST00000ENSG00000RPL17 135 4865 1.05167
chr18 49479440 rs9961974 ENST00000ENSG00000RPL17 13038 4863 1.03881
chr18 5214455 rs9953426 ENST00000ENSG00000LINC00667 -23630 4795 1.04898
chr18 10545921 rs555446 ENST00000ENSG00000NAPG 19818 5695 1.05068
chr18 74260915 rs7238987 ENST00000ENSG00000CYB5A 31041 4909 1.03071
chr18 54250876 rs677001 ENST00000ENSG00000POLI -32975 5101 1.06019
chr18 49480016 rs7241003 ENST00000ENSG00000RPL17-C18o 11569 4865 1.05098
chr18 54251357 rs565903 ENST00000ENSG00000POLI -31504 5101 1.06752
chr18 51135979 rs6508048 ENST00000ENSG00000SMAD4 84885 4107 1.02587
chr18 80047211 rs72972292ENST00000ENSG00000SLC25A6P4 -30497 3044 1.05476
chr18 12491520 rs58193967ENST00000ENSG00000AP001029. 52629 4828 1.05392
chr18 12911504 rs8094284 ENST00000ENSG00000EIF4A2P1 -1341 4682 1.05051
chr18 48758469 rs4556859 ENST00000ENSG00000CTIF -1714 4456 1.04258
chr18 11905954 rs8097892 ENST00000ENSG00000MPPE1 2393 5105 1.05414
chr18 12435099 rs72875382ENST00000ENSG00000AP001029. -7874 4822 1.06173
chr18 11905954 rs8097892 ENST00000ENSG00000MPPE1 2360 5109 1.04833
chr18 11905954 rs8097892 ENST00000ENSG00000MPPE1 2411 5105 1.04677
chr18 36843747 rs16968339ENST00000ENSG00000AC015961. -400030 3910 1.06363
chr18 80064971 rs6506799 ENST00000ENSG00000AC090360. 19027 3151 1.04191
chr18 12429072 rs3760548 ENST00000ENSG00000AP001029. -14225 4821 1.06009
chr18 11905954 rs8097892 ENST00000ENSG00000MPPE1 -3200 5108 1.03321
chr18 58058920 rs1942565 ENST00000ENSG00000MALT1 -674591 5503 1.05693
chr18 11945623 rs72871648ENST00000ENSG00000AP001269. -31280 5103 1.01951
chr18 37235204 rs72898336ENST00000ENSG00000TPGS2 -436620 3826 1.0256
chr18 11905954 rs8097892 ENST00000ENSG00000MPPE1 2392 5104 1.03991
chr18 47199234 rs1119005 ENST00000ENSG00000HDHD2 -48756 3788 1.06916
chr18 51055231 rs8096092 ENST00000ENSG00000AC091551. 87211 4085 1.06416
chr18 37235204 rs72898336ENST00000ENSG00000TPGS2 -406363 3841 1.05841
chr18 11885292 rs670115 ENST00000ENSG00000TUBB6 -422971 4878 0.981537
chr18 47852240 rs1792653 ENST00000ENSG00000MTCO2P2 1216 4043 1.02463
chr18 80223941 rs72980366ENST00000ENSG00000AC090360. 186553 3173 1.08531
chr18 80033240 rs72972251ENST00000ENSG00000RBFA -1222 3174 1.07459
chr18 11905954 rs8097892 ENST00000ENSG00000MPPE1 2360 5107 1.02914
chr18 41663272 rs9949338 ENST00000ENSG00000KC6 -142676 4283 1.07759
chr18 35726528 rs12961128ENST00000ENSG00000AC090220. 130626 3609 1.06107
chr18 41630497 rs1560844 ENST00000ENSG00000KC6 -149430 4297 1.02196
chr18 79678688 rs585571 ENST00000ENSG00000AC068473. 669 4111 1.04938
chr18 35246697 rs1060760 ENST00000ENSG00000AC011815. -21522 3393 1.02492
chr19 7486851 rs12611162ENST00000ENSG00000PEX11G 2167 5638 1.04164
chr19 57458442 rs67586127ENST00000ENSG00000ZNF419 -29324 4865 1.02791
chr19 41407428 rs11670725ENST00000ENSG00000DMAC2 32476 2874 1.03617
chr19 51107037 rs10405562ENST00000ENSG00000SIGLEC9 -17872 5312 1.04415
chr19 39486533 rs8112528 ENST00000ENSG00000RPS16 -50586 4333 1.04319
chr19 58434689 rs1465789 ENST00000ENSG00000ZNF132 5532 2471 1.04945
chr19 6436180 rs1141221 ENST00000ENSG00000SLC25A23 23570 4778 1.04441
chr19 18047141 rs431777 ENST00000ENSG00000ARMC6 -986470 3690 1.05624
chr19 57521398 rs73056448ENST00000ENSG00000ZNF773 21456 4848 1.01634
chr19 20964704 rs1985021 ENST00000ENSG00000ZNF85 41427 6184 1.04385
chr19 52615913 rs7256557 ENST00000ENSG00000ZNF83 22477 6629 1.03874
chr19 41379246 rs2317131 ENST00000ENSG00000DMAC2 60292 2873 1.06742
chr19 51854360 rs56081849ENST00000ENSG00000ZNF577 33590 6242 1.03763
chr19 21767600 rs6511291 ENST00000ENSG00000ZNF100 -16818 6235 1.06293
chr19 21351438 rs62109224ENST00000ENSG00000ZNF738 -7493 6137 1.05141
chr19 13761426 rs8109392 ENST00000ENSG00000MRI1 -3107 3636 1.0607
chr19 57458786 rs7249882 ENST00000ENSG00000VN1R1 -1645 4901 1.05353
chr19 3496067 rs58681762ENST00000ENSG00000AES -433511 4905 1.04327
chr19 20964704 rs1985021 ENST00000ENSG00000ZNF85 41415 6184 1.06333
chr19 8326154 rs66613574ENST00000ENSG00000KANK3 17107 5098 1.03501
chr19 52434086 rs17780173ENST00000ENSG00000ZNF534 2671 6554 1.00517
chr19 9201580 rs73498852ENST00000ENSG00000OR7D2 15985 4422 1.03475
chr19 21402196 rs62110417ENST00000ENSG00000ZNF493 5062 6028 1.07316
chr19 21767600 rs6511291 ENST00000ENSG00000ZNF100 27 6238 1.05853
chr19 21539539 rs35991360ENST00000ENSG00000ZNF429 33974 6182 1.06823
chr19 37578663 rs55909413ENST00000ENSG00000ZNF781 113658 3378 1.05719
chr19 801381 rs736926 ENST00000ENSG00000PLPPR3 20570 3526 1.0081
chr19 21385464 rs2562492 ENST00000ENSG00000ZNF738 26471 6137 1.06951
chr19 54200892 rs3810232 ENST00000ENSG00000RPS9 19 4906 1.04747
chr19 52897507 rs3810115 ENST00000ENSG00000ZNF320 -7133 6317 1.05312
chr19 44257857 rs1233448 ENST00000ENSG00000ZNF233 -2067 4270 1.03599
chr19 53441997 rs4803126 ENST00000ENSG00000TPM3P6 -37354 5635 1.03961
chr19 9324196 rs28384491ENST00000ENSG00000ZNF559 -57 4372 1.03918
chr19 57766110 rs9676642 ENST00000ENSG00000ZNF586 -3561 4118 1.03046
chr19 21610464 rs10854054ENST00000ENSG00000ZNF208 400478 5658 1.07179
chr19 12110885 rs10423417ENST00000ENSG00000ZNF788 -1807 3497 0.998329
chr19 35763526 rs11250084ENST00000ENSG00000U2AF1L4 -18085 4040 1.01182
chr19 57452580 rs4801484 ENST00000ENSG00000AC004076. 24955 4902 1.02724
chr19 12413901 rs5000105 ENST00000ENSG00000WDR83 -252900 3639 1.0582
chr19 52366799 rs1054612 ENST00000ENSG00000ZNF880 -3153 6511 1.02164
chr19 53432695 rs11084243ENST00000ENSG00000TPM3P9 710 5747 1.0423
chr19 37235420 rs320879 ENST00000ENSG00000ZNF568 319090 3177 1.04241
chr19 16239809 rs4808038 ENST00000ENSG00000AP1M1 41897 4849 1.03207
chr19 15748902 rs10518253ENST00000ENSG00000CYP4F12 75825 5662 1.02774
chr19 12553333 rs2059850 ENST00000ENSG00000PGK1P2 -6239 3650 1.0434
chr19 52434086 rs17780173ENST00000ENSG00000ZNF534 2671 6554 1.04819
chr19 35768908 rs60128322ENST00000ENSG00000LINC01529 28976 4067 1.04127
chr19 54201449 rs158366 ENST00000ENSG00000RPS9 577 4906 1.01993
chr19 12482304 rs12611035ENST00000ENSG00000ZNF443 -41284 3470 1.05669
chr19 37202737 rs320888 ENST00000ENSG00000LINC01535 -49176 3389 1.05522
chr19 41433392 rs1043413 ENST00000ENSG00000DMAC2 6517 2874 1.04837
chr19 54423280 rs12981208ENST00000ENSG00000LENG8 -25911 4410 1.03749
chr19 57451275 rs6510071 ENST00000ENSG00000ZNF419 -36444 4865 0.990648
chr19 9598757 rs10401405ENST00000ENSG00000ZNF561 22473 4364 1.03879
chr19 37860818 rs10418133ENST00000ENSG00000229481 31266 3531 1.04761
chr19 9372397 rs10418573ENST00000ENSG00000ZNF559-ZN 48222 4372 1.04147
chr19 34755345 rs7247952 ENST00000ENSG00000ZNF181 21150 4375 1.0603
chr19 36261119 rs2918338 ENST00000ENSG00000LINC00665 69327 3653 1.04902
chr19 54201339 rs36615 ENST00000ENSG00000AC245052. -27698 4880 1.02798
chr19 2735535 rs73514158ENST00000ENSG00000SLC39A3 4492 5002 1.05279
chr19 37026438 rs7255739 ENST00000ENSG00000ZNF568 52899 3236 1.04213
chr19 22716977 rs34425596ENST00000ENSG00000ZNF492 82652 5490 1.03543
chr19 20379887 rs8101340 ENST00000ENSG00000MIR1270 19466 5500 1.05923
chr19 58556256 rs2305119 ENST00000ENSG00000CENPBD1P -19201 2094 1.08637
chr19 34734627 rs2862789 ENST00000ENSG00000ZNF181 -323 4374 1.05986
chr19 40366127 rs4254419 ENST00000ENSG00000PLD3 231 4198 1.07509
chr19 53132763 rs1650929 ENST00000ENSG00000ZNF415 124 6230 1.05796
chr19 53530052 rs3859495 ENST00000ENSG00000ZNF331 9070 5590 1.04144
chr19 58061611 rs1469087 ENST00000ENSG00000ZNF135 1876 3476 1.04176
chr19 48203911 rs3745715 ENST00000ENSG00000CARD8 15041 4607 1.06276
chr19 57452580 rs4801484 ENST00000ENSG00000ZNF419 -35386 4864 1.01701
chr19 57450244 rs6510070 ENST00000ENSG00000ZNF419 -37477 4865 1.05975
chr19 57489728 rs7253260 ENST00000ENSG00000ZNF419 2007 4865 1.06338
chr19 49812441 rs2305919 ENST00000ENSG00000FUZ 793 4145 1.05712
chr19 15128094 rs8104624 ENST00000ENSG00000ILVBL -2436 5736 1.02876
chr19 52615913 rs7256557 ENST00000ENSG00000ZNF83 22477 6629 1.05389
chr19 56670599 rs10420727ENST00000ENSG00000ZNF835 1160 5364 1.03445
chr19 54993412 rs71367133ENST00000ENSG00000NLRP2 193 4557 1.04727
chr19 15748902 rs10518253ENST00000ENSG00000CYP4F12 67400 5668 1.06715
chr19 15747714 rs10416926ENST00000ENSG00000CYP4F12 66276 5668 1.03296
chr19 27792129 rs7247064 ENST00000ENSG00000AC006504. -31281 4251 1.06361
chr19 644865 rs1006475 ENST00000ENSG00000AC004449. -7329 3247 1.04408
chr19 20778256 rs11244952ENST00000ENSG00000266156 -27256 6106 1.05109
chr19 56495046 rs17207481ENST00000ENSG00000ZNF667-AS 16914 5369 1.05116
chr19 35739273 rs12459634ENST00000ENSG00000U2AF1L4 6124 4043 1.02902
chr19 15748902 rs10518253ENST00000ENSG00000CYP4F24P 31006 5510 1.04034
chr19 37227042 rs1234257 ENST00000ENSG00000ZNF793 -280088 3469 1.05397
chr19 44165807 rs1105561 ENST00000ENSG00000ZNF226 697 4085 1.03725
chr19 36342896 rs10418925ENST00000ENSG00000AC012617. 38315 3658 1.04671
chr19 36997597 rs1667366 ENST00000ENSG00000ZNF568 24383 3237 1.03307
chr19 3855479 rs17810048ENST00000ENSG00000ZFR2 13535 4652 1.04207
chr19 54998314 rs28600773ENST00000ENSG00000AC011476. -29309 4629 1.04813
chr19 3852282 rs12459753ENST00000ENSG00000ZFR2 16746 4647 1.0466
chr19 820848 rs34391422ENST00000ENSG00000TCF3 794955 4776 1.04611
chr19 43871155 rs6509121 ENST00000ENSG00000ZNF404 12808 4293 1.07405
chr19 1679431 rs74649337ENST00000ENSG00000SPPL2B -655199 4709 1.05164
chr19 56483415 rs8113270 ENST00000ENSG00000ZNF667-AS 5231 5369 1.04961
chr19 36997295 rs1345748 ENST00000ENSG00000ZNF568 23733 3236 1.03249
chr19 9425742 rs10406056ENST00000ENSG00000ZNF266 9561 4284 1.05302
chr19 37698715 rs2075284 ENST00000ENSG00000ZFP30 -42886 3386 1.0475
chr19 35779150 rs231231 ENST00000ENSG00000ARHGAP33 4617 4081 1.05203
chr19 9372391 rs10403714ENST00000ENSG00000ZNF177 -4021 4327 1.04065
chr19 2248684 rs4807216 ENST00000ENSG00000AMH -1061 4584 1.05037
chr19 13577093 rs4926299 ENST00000ENSG00000TNPO2 -853162 3574 1.01681
chr19 36114745 rs2227260 ENST00000ENSG00000POLR2I 145 4032 1.05907
chr19 35609484 rs4806183 ENST00000ENSG00000AC002115. 3181 4139 1.02483
chr19 37760184 rs856300 ENST00000ENSG00000ZFP30 -104720 3387 1.05514
chr19 19935338 rs1048421 ENST00000ENSG00000ZNF93 34354 4858 1.02156
chr19 28727319 rs12983412ENST00000ENSG00000AC005381. -2980 6011 1.04213
chr19 9317113 rs34853303ENST00000ENSG00000ZNF266 118079 4284 1.04132
chr19 36946739 rs567796 ENST00000ENSG00000HKR1 -387990 3452 1.0523
chr19 37683496 rs56151076ENST00000ENSG00000ZNF540 88590 3410 1.05927
chr19 27443742 rs57758731ENST00000ENSG00000AC006504. -349753 4366 1.05056
chr19 43811044 rs2099356 ENST00000ENSG00000ZNF283 -16381 4165 1.06689
chr19 36365349 rs2967506 ENST00000ENSG00000ZFP82 30717 3563 1.05786
chr19 9434354 rs8108483 ENST00000ENSG00000ZNF266 -15274 4281 1.05537
chr19 2822221 rs59273806ENST00000ENSG00000ZNF554 2270 4995 1.06487
chr19 36816483 rs8106994 ENST00000ENSG00000AC020928. 43292 3200 1.04036
chr19 56552307 rs7253545 ENST00000ENSG00000ZFP28 13353 5425 1.0431
chr19 36997073 rs16971886ENST00000ENSG00000ZNF568 6019 3262 1.0325
chr19 32855977 rs11671799ENST00000ENSG00000SLC7A9 12561 4858 1.03342
chr19 9437746 rs10406143ENST00000ENSG00000ZNF266 -2243 4284 1.0383
chr19 44140617 rs6509145 ENST00000ENSG00000ZNF234 -941 4071 1.05228
chr19 9324196 rs28384491ENST00000ENSG00000ZNF559 16 4372 1.05541
chr19 37692214 rs7259272 ENST00000ENSG00000ZNF571-AS 143285 3446 1.0312
chr19 44281083 rs2609877 ENST00000ENSG00000ZNF233 21202 4269 1.07575
chr19 37364586 rs256744 ENST00000ENSG00000LINC01535 112659 3389 1.07872
chr19 2248684 rs4807216 ENST00000ENSG00000AMH -626 4584 1.00579
chr19 36558388 rs2912401 ENST00000ENSG00000ZNF529-AS -15150 3300 1.03833
chr19 1987280 rs11669527ENST00000ENSG00000BTBD2 1288 4606 1.04184
chr19 37659854 rs6508739 ENST00000ENSG00000ZNF781 32460 3374 1.07081
chr19 54990498 rs12973968ENST00000ENSG00000AC011476. -15696 4589 1.03376
chr19 1457876 rs12005 ENST00000ENSG00000APC2 7580 4581 1.03619
chr19 43833651 rs7255083 ENST00000ENSG00000ZNF283 5448 4166 1.06032
chr19 23314211 rs426564 ENST00000ENSG00000ZNF91 44768 5124 1.05637
chr19 23103938 rs2935434 ENST00000ENSG00000ZNF730 28727 5078 1.06868
chr19 22426957 rs7251413 ENST00000ENSG00000ZNF98 -4601 5476 1.02347
chr19 21725251 rs7252798 ENST00000ENSG00000VN1R84P -5217 6228 1.02654
chr19 21535867 rs62108335ENST00000ENSG00000ZNF429 39184 6187 1.07063
chr19 52435206 rs11084163ENST00000ENSG00000ZNF578 -18375 6647 1.06685
chr19 21455520 rs3973190 ENST00000ENSG00000AC010615. 72654 6046 1.0654
chr19 52897507 rs3810115 ENST00000ENSG00000AC010487. -34642 6374 1.0498
chr19 57803905 rs2802 ENST00000ENSG00000ZNF552 9498 4081 1.03321
chr19 21494519 rs12609768ENST00000ENSG00000AC123912. 74717 6186 1.06104
chr19 22654178 rs3745116 ENST00000ENSG00000ZNF849P -30990 5287 1.07783
chr19 51849996 rs7256792 ENST00000ENSG00000AC006272. -6673 6292 1.04845
chr19 40213503 rs3746006 ENST00000ENSG00000MAP3K10 4350 4237 1.06069
chr19 58440326 rs11084545ENST00000ENSG00000AC012313. -9179 2478 1.05604
chr19 57172246 rs11177379ENST00000ENSG00000AC025588. -2988 4853 1.04669
chr19 22134957 rs17554725ENST00000ENSG00000ZNF257 82467 5673 1.06192
chr19 6739267 rs340141 ENST00000ENSG00000GPR108 -1947 5143 1.05233
chr19 17295358 rs28473003ENST00000ENSG00000BABAM1 27914 4393 1.03686
chr19 43554989 rs1799778 ENST00000ENSG00000PHLDB3 -59296 3934 1.06464
chr19 57663458 rs4426452 ENST00000ENSG00000ZNF417 253132 3903 1.07153
chr19 12420840 rs59762254ENST00000ENSG00000AC008758. 20241 3451 1.03325
chr19 8176501 rs75686816ENST00000ENSG00000SNAPC2 256113 5095 1.03302
chr19 35208835 rs11084807ENST00000ENSG00000ZNF181 474588 4375 1.06682
chr19 6436294 rs2860181 ENST00000ENSG00000SLC25A23 17714 4778 1.05648
chr19 58107380 rs10422730ENST00000ENSG00000ZSCAN18 11046 3315 1.04065
chr19 58282874 rs260495 ENST00000ENSG00000ZNF544 53405 2999 1.0737
chr19 57844331 rs8103104 ENST00000ENSG00000ZNF587 -16955 4012 1.05634
chr19 23545247 rs12985667ENST00000ENSG00000ZNF91 -186403 5100 1.07114
chr19 7788830 rs36056976ENST00000ENSG00000CLEC4GP1 1280 5147 1.04868
chr19 56540025 rs4801173 ENST00000ENSG00000AC005498. 27385 5408 1.03583
chr19 20538432 rs73010514ENST00000ENSG00000ZNF826P -113477 5520 1.06979
chr19 40567448 rs62107870ENST00000ENSG00000SPTBN4 36921 4138 1.04988
chr19 58282874 rs260495 ENST00000ENSG00000ZNF544 53408 2999 1.03032
chr19 21570108 rs73025902ENST00000ENSG00000AC123912.4 17213 6128 1.07241
chr19 53505740 rs1284537 ENST00000ENSG00000AC011487. 1920 5636 1.01974
chr19 20644170 rs10425311ENST00000ENSG00000ZNF486 476941 5268 1.07375
chr19 46571447 rs4389235 ENST00000ENSG00000NAPA 941354 4045 1.05668
chr19 41256765 rs2304231 ENST00000ENSG00000ZNF574 -817907 2400 1.06373
chr19 57902405 rs35250394ENST00000ENSG00000ZNF417 14186 3899 1.05534
chr19 53179735 rs7253428 ENST00000ENSG00000ZNF665 13650 6141 1.0422
chr19 24037357 rs11085662ENST00000ENSG00000AC092279. 3907 2925 1.06019
chr19 23114991 rs12977913ENST00000ENSG00000ZNF730 -1985 4985 1.07378
chr19 49388057 rs10411630ENST00000ENSG00000DKKL1 24982 4242 1.05864
chr19 7150133 rs75846085ENST00000ENSG00000TIMM44 793517 5089 1.05511
chr19 47741312 rs3745758 ENST00000ENSG00000NOP53 -8935 4150 1.036
chr19 35015825 rs2290647 ENST00000ENSG00000GRAMD1A 855 4228 1.05083
chr19 57752217 rs12610037ENST00000ENSG00000ZNF586 -17451 4118 1.06342
chr19 35015825 rs2290647 ENST00000ENSG00000GRAMD1A 2217 4229 1.06109
chr19 57916918 rs7249970 ENST00000ENSG00000ZNF417 -309 3899 1.0408
chr19 6390270 rs10401986ENST00000ENSG00000GTF2F1 3710 4716 1.03978
chr19 6436293 rs2860182 ENST00000ENSG00000SLC25A23 16094 4778 1.01936
chr19 6436294 rs2860181 ENST00000ENSG00000SLC25A23 18375 4778 1.05462
chr19 58452939 rs10416149ENST00000ENSG00000ZNF132 -17356 2471 1.05917
chr19 23161479 rs2362134 ENST00000ENSG00000ZNF730 27291 4972 1.05081
chr19 21539485 rs10406870ENST00000ENSG00000ZNF493 127544 6052 1.06413
chr19 49865104 rs1290649 ENST00000ENSG00000PNKP 2804 4229 1.04216
chr19 18294541 rs1549143 ENST00000ENSG00000KIAA1683 -31924 4255 1.06067
chr19 57523277 rs68098603ENST00000ENSG00000ZNF773 23337 4848 1.05688
chr19 7927167 rs12976850ENST00000ENSG00000TIMM44 1776 5070 1.05062
chr19 57581676 rs10405036ENST00000ENSG00000ZIK1 -1935 4742 1.0477
chr19 53116138 rs3745180 ENST00000ENSG00000ZNF415 16736 6230 1.02089
chr19 22152917 rs421180 ENST00000ENSG00000ZNF257 100380 5673 1.09389
chr19 58081807 rs2014592 ENST00000ENSG00000ZSCAN18 16402 3387 1.05617
chr19 52383652 rs11084157ENST00000ENSG00000ZNF880 13715 6511 1.05208
chr19 23141764 rs7251906 ENST00000ENSG00000AC124856. 16098 4985 1.05577
chr19 21505137 rs2650805 ENST00000ENSG00000BNIP3P26 16758 6184 1.04177
chr19 21589486 rs35998933ENST00000ENSG00000AC123912. -48489 6102 1.03662
chr19 36334127 rs2967501 ENST00000ENSG00000AC012617. 23768 3651 1.04866
chr19 52616996 rs10402789ENST00000ENSG00000ZNF83 21353 6628 1.02203
chr19 54200399 rs11209785ENST00000ENSG00000AC245052. -24125 4879 1.05197
chr19 52623322 rs9807850 ENST00000ENSG00000ZNF83 15065 6616 1.06451
chr19 6739267 rs340141 ENST00000ENSG00000GPR108 -1995 5146 1.06117
chr19 20621885 rs4483974 ENST00000ENSG00000ZNF626 39707 5760 1.05929
chr19 57280271 rs76289041ENST00000ENSG00000AC005261. 36 4812 1.03711
chr19 39433312 rs17627 ENST00000ENSG00000RPS16 2628 4333 1.04268
chr19 57449823 rs10405910ENST00000ENSG00000AC004076. 6415 4902 1.03201
chr19 57516092 rs4801498 ENST00000ENSG00000ZNF773 11202 4840 1.073
chr19 57578153 rs886265 ENST00000ENSG00000ZNF549 50726 4816 1.06754
chr19 51092115 rs12984853ENST00000ENSG00000SIGLEC18P -27873 5301 1.04896
chr19 9336357 rs10424800ENST00000ENSG00000AC011451. 12345 4318 1.03508
chr19 34855850 rs78024485ENST00000ENSG00000AC008555. 4725 4304 1.06923
chr19 9372397 rs10418573ENST00000ENSG00000ZNF559-ZN 48194 4372 1.04495
chr19 20624632 rs62107362ENST00000ENSG00000ZNF626 36874 5766 1.03465
chr19 45799116 rs7252126 ENST00000ENSG00000DMPK -16729 4345 1.04175
chr19 48482322 rs1643480 ENST00000ENSG00000CYTH2 7221 4712 1.04243
chr19 24180448 rs11106465ENST00000ENSG00000AC074140. -699981 4814 1.07323
chr19 19854747 rs2116889 ENST00000ENSG00000AC011477. 21273 4556 1.04018
chr19 21960639 rs1859092 ENST00000ENSG00000AC003973. 7889 5678 1.05281
chr19 37244426 rs12975869ENST00000ENSG00000ZNF793 -262514 3466 1.07165
chr20 45400603 rs6130818 ENST00000ENSG00000SYS1 37574 3940 1.0795
chr20 62917850 rs13040088ENST00000ENSG00000DIDO1 20101 5686 1.04864
chr20 38267458 rs1934915 ENST00000ENSG00000KIAA1755 -6687 3436 1.05326
chr20 35533418 rs7263068 ENST00000ENSG00000ERGIC3 -8665 2454 1.01256
chr20 62407443 rs56162960ENST00000ENSG00000CABLES2 -159 5678 1.04359
chr20 13069588 rs76828749ENST00000ENSG00000TASP1 569351 4382 1.03472
chr20 5114714 rs3730446 ENST00000ENSG00000TMEM230 -1628 5622 1.03872
chr20 62917850 rs13040088ENST00000ENSG00000DIDO1 8618 5647 1.04568
chr20 30283128 rs6057240 ENST00000ENSG00000Y_RNA 25997 418 1.00541
chr20 25214758 rs6050445 ENST00000ENSG00000Y_RNA 59 3930 1.03553
chr20 63261160 rs2281566 ENST00000ENSG00000NKAIN4 -7724 5500 1.06423
chr20 63248721 rs78017705ENST00000ENSG00000NKAIN4 5818 5500 1.04749
chr20 62812284 rs13038939ENST00000ENSG00000OGFR 6397 5694 1.02819
chr20 44901593 rs4931 ENST00000ENSG00000YWHAB 15881 4311 1.03853
chr20 26172890 rs2752931 ENST00000ENSG00000FAM182A 118234 2000 1.05747
chr20 25853437 rs6050936 ENST00000ENSG00000AL450124.1 -165396 2083 1.04181
chr20 25853437 rs6050936 ENST00000ENSG00000FAM182B 9763 2849 1.04118
chr20 25295707 rs2258728 ENST00000ENSG00000ABHD12 95275 3809 1.07132
chr20 18161818 rs80113248ENST00000ENSG00000KAT14 19365 5107 1.04866
chr20 30371231 rs6087264 ENST00000ENSG00000LINC01597 -84695 355 1.00309
chr20 25940253 rs2207408 ENST00000ENSG00000FAM182A -117146 1997 1.04365
chr20 62917850 rs13040088ENST00000ENSG00000DIDO1 8652 5686 0.991723
chr20 35519332 rs224391 ENST00000ENSG00000CEP250 64002 2487 1.04288
chr20 3213196 rs1127354 ENST00000ENSG00000ITPA 3670 5088 1.04664
chr20 38437497 rs2864145 ENST00000ENSG00000SNHG17 -2221 3537 1.05165
chr20 30319867 rs73242079ENST00000ENSG00000MLLT10P1 83516 571 1.00739
chr20 5673618 rs813127 ENST00000ENSG00000GPCPD1 -98111 5574 1.07209
chr20 38478582 rs1303566 ENST00000ENSG00000AL391095.1 -61786 3520 1.06062
chr20 38437497 rs2864145 ENST00000ENSG00000SNHG17 -6432 3537 1.04014
chr20 5502760 rs2423103 ENST00000ENSG00000AL121757.1 31552 5574 1.04537
chr20 2737207 rs58365946ENST00000ENSG00000PTPRA -136477 4888 1.05647
chr20 35275830 rs6060341 ENST00000ENSG00000MMP24OS 2196 2481 1.08051
chr20 35545279 rs11667810ENST00000ENSG00000ERGIC3 3199 2454 1.02728
chr20 25879314 rs6050963 ENST00000ENSG00000FAM182A -186334 1984 1.04218
chr20 2652650 rs6138678 ENST00000ENSG00000NOP56 0 4936 1.03542
chr20 30407851 rs6057191 ENST00000ENSG00000LINC01598 -72165 454 0.996486
chr20 35281932 rs2425044 ENST00000ENSG00000EIF6 2871 2481 1.05559
chr20 35751517 rs2425134 ENST00000ENSG00000RBM39 -10631 2329 1.04982
chr20 30371231 rs6087264 ENST00000ENSG00000225490 -82921 376 0.998216
chr20 38265947 rs13040437ENST00000ENSG00000KIAA1755 -47765 3432 1.06413
chr20 2658924 rs6037255 ENST00000ENSG00000NOP56 2283 4943 1.07291
chr20 2657933 rs6753 ENST00000ENSG00000NOP56 983 4941 1.05566
chr20 62831150 rs66658258ENST00000ENSG00000COL9A3 -1701 5753 1.03254
chr20 25853437 rs6050936 ENST00000ENSG00000FAM182A -215501 1981 1.04109
chr20 45649707 rs67543353ENST00000ENSG00000SNX21 -184125 4045 1.04995
chr20 35556975 rs8825 ENST00000ENSG00000ERGIC3 9487 2453 1.0298
chr20 45876392 rs6104383 ENST00000ENSG00000CTSA -19990 4080 1.0413
chr20 35537447 rs6579245 ENST00000ENSG00000ERGIC3 -4633 2454 1.01725
chr20 35559863 rs1010759 ENST00000ENSG00000ERGIC3 12600 2453 1.04921
chr20 2670312 rs6051076 ENST00000ENSG00000NOP56 14365 4943 1.06246
chr20 62388438 rs6089356 ENST00000ENSG00000RPS21 1314 5680 1.03032
chr20 25487495 rs424487 ENST00000ENSG00000NINL -24754 3523 1.02369
chr20 38265947 rs13040437ENST00000ENSG00000KIAA1755 -5176 3427 1.0585
chr20 32023477 rs35418478ENST00000ENSG00000ASXL1 -335335 3237 1.06363
chr20 25680270 rs6037190 ENST00000ENSG00000FAM182B 179632 2845 1.03432
chr20 32695824 rs73110136ENST00000ENSG00000C20orf203 -21884 2934 1.03951
chr20 25298327 rs2500430 ENST00000ENSG00000AL121772.3 -12740 3810 1.05478
chr20 63251332 rs6062865 ENST00000ENSG00000FLJ16779 -2647 5514 1.05302
chr20 44882302 rs3091776 ENST00000ENSG00000PGBD4P2 -39764 4291 1.06356
chr20 60087928 rs11626110ENST00000ENSG00000AL132822.1 -4057 4317 1.02388
chr20 38261876 rs4811625 ENST00000ENSG00000AL031651.2 -28078 3422 1.06239
chr20 38523246 rs11699660ENST00000ENSG00000AL391095.3 -104045 3537 1.03289
chr21 43414945 rs3366 ENST00000ENSG00000SIK1 12182 5020 1.06187
chr21 39347315 rs2249666 ENST00000ENSG00000HMGN1 1675 5735 1.04409
chr21 44024948 rs2276530 ENST00000ENSG00000TRAPPC10 12628 4798 1.04353
chr21 44131077 rs7067 ENST00000ENSG00000PWP2 23786 4644 1.04132
chr21 44120262 rs2855653 ENST00000ENSG00000C21orf33 -13344 4638 1.05872
chr21 46173570 rs4818827 ENST00000ENSG00000SPATC1L 10888 4149 1.05357
chr21 46179366 rs8133205 ENST00000ENSG00000SPATC1L 5109 4149 1.06128
chr21 46291315 rs2276257 ENST00000ENSG00000YBEY 4930 3820 1.05562
chr21 44120262 rs2855653 ENST00000ENSG00000C21orf33 -13419 4637 1.05088
chr21 37179240 rs8126941 ENST00000ENSG00000PIGP -106083 4830 1.02033
chr21 46295382 rs12626184ENST00000ENSG00000YBEY 9044 3820 1.06609
chr21 43063662 rs234705 ENST00000ENSG00000CBS 12282 5333 1.04346
chr21 37072590 rs2298682 ENST00000ENSG00000TTC3 -9007 4798 1.04894
chr21 37105271 rs2032089 ENST00000ENSG00000PIGP -32102 4817 1.05495
chr21 36062680 rs6517325 ENST00000ENSG00000SETD4 -2420 4806 1.04365
chr21 45293177 rs2838867 ENST00000ENSG00000BX322557. 5114 5183 1.03795
chr21 46179366 rs8133205 ENST00000ENSG00000AP001468. -5714 4102 1.06048
chr21 39401561 rs2837008 ENST00000ENSG00000WRB 9782 5719 1.03325
chr21 37207850 rs2835668 ENST00000ENSG00000TTC3 134598 4810 1.05648
chr21 46288123 rs2839196 ENST00000ENSG00000MCM3AP-A 58598 4027 1.075
chr21 33432659 rs1532 ENST00000ENSG00000TMEM50B 47283 3930 1.07421
chr21 44105804 rs1051981 ENST00000ENSG00000TRAPPC10 93478 4798 1.04064
chr21 44142708 rs2073434 ENST00000ENSG00000C21orf33 9089 4638 1.02766
chr21 37187410 rs2251952 ENST00000ENSG00000TTC3 -3925 4538 1.03225
chr21 14100162 rs4816227 ENST00000ENSG00000AP001347. 72740 3308 1.02453
chr21 36967155 rs13046468ENST00000ENSG00000AP000704. 642 4914 1.04593
chr21 45293177 rs2838867 ENST00000ENSG00000LINC00205 -109 5193 1.04336
chr21 44070803 rs35985715ENST00000ENSG00000C21orf33 -63012 4637 1.08238
chr21 43107559 rs17115876ENST00000ENSG00000U2AF1 -2308 5294 1.05065
chr21 43067923 rs234714 ENST00000ENSG00000CBS 480 5333 1.04356
chr21 45516509 rs1888530 ENST00000ENSG00000SLC19A1 -12389 5361 1.05136
chr21 29458073 rs9981313 ENST00000ENSG00000BACH1 -137968 4264 1.07934
chr21 43067781 rs234713 ENST00000ENSG00000CBS 8082 5312 1.0433
chr21 29458073 rs9981313 ENST00000ENSG00000BACH1 130796 4510 1.06388
chr21 44143944 rs2838493 ENST00000ENSG00000PWP2 24784 4638 1.03485
chr21 43104790 rs2255829 ENST00000ENSG00000U2AF1 2733 5294 1.02234
chr21 37061219 rs2249947 ENST00000ENSG00000PIGP 11503 4817 1.05334
chr21 32809916 rs12482132ENST00000ENSG00000C21orf62 3717 4163 1.00006
chr21 37099663 rs9977314 ENST00000ENSG00000TTC3 13872 4793 1.05412
chr21 44142708 rs2073434 ENST00000ENSG00000C21orf33 9033 4637 1.03197
chr21 46180243 rs8134429 ENST00000ENSG00000FTCD -33318 4172 1.0458
chr21 44759584 rs55832176ENST00000ENSG00000UBE2G2 15851 4904 1.03792
chr21 33448824 rs8134200 ENST00000ENSG00000TMEM50B 139 3930 1.04086
chr21 46194529 rs2254522 ENST00000ENSG00000LSS -1043 4099 1.07961
chr21 46278429 rs2839193 ENST00000ENSG00000YBEY -8026 3820 1.05085
chr21 39396344 rs2299741 ENST00000ENSG00000WRB 15989 5698 1.03026
chr22 20879261 rs5752191 ENST00000ENSG00000SNAP29 20277 3286 1.05574
chr22 23924767 rs5751776 ENST00000ENSG00000DDTL -42135 4107 1.0331
chr22 43187598 rs9608008 ENST00000ENSG00000TTLL12 -466 5160 1.05123
chr22 45402074 rs4605479 ENST00000ENSG00000FAM118A 93091 5533 1.00346
chr22 23918956 rs915590 ENST00000ENSG00000GSTT2B 42229 4118 1.0512
chr22 23695119 rs12170464ENST00000ENSG00000DRICH1 -62799 3404 1.0745
chr22 39428702 rs743838 ENST00000ENSG00000SYNGR1 78776 3316 1.03927
chr22 41948404 rs5996092 ENST00000ENSG00000WBP2NL -50385 3994 1.0812
chr22 41948404 rs5996092 ENST00000ENSG00000WBP2NL -50322 3994 1.0662
chr22 17199629 rs17807317ENST00000ENSG00000ADA2 153 3558 1.0436
chr22 42091896 rs4147638 ENST00000ENSG00000SMDT1 12200 4060 1.06045
chr22 26525759 rs4275 ENST00000ENSG00000TPST2 64403 5364 1.02655
chr22 30665165 rs5749150 ENST00000ENSG00000DUSP18 2719 3529 1.06806
chr22 49651176 rs8138399 ENST00000ENSG00000C22orf34 -26257 7062 1.05029
chr22 25459662 rs6004655 ENST00000ENSG00000CRYBB2P1 3943 4348 1.02732
chr22 42115821 rs2413671 ENST00000ENSG00000CYP2D6 15084 4134 1.06349
chr22 20700300 rs853295 ENST00000ENSG00000PI4KAP2 817232 2880 1.0451
chr22 50555378 rs131773 ENST00000ENSG00000CHKB-AS1 -27649 2942 1.07826
chr22 46291323 rs73886792ENST00000ENSG00000TTC38 23358 4962 1.0444
chr22 42108675 rs6002616 ENST00000ENSG00000CYP2D6 22205 4134 1.05656
chr22 23695119 rs12170464ENST00000ENSG00000AP000346. -56179 3413 1.04647
chr22 50256841 rs5771284 ENST00000ENSG00000MAPK12 4701 4144 1.07078
chr22 31950481 rs4820059 ENST00000ENSG00000YWHAH 5958 4389 1.05268
chr22 21671187 rs108815 ENST00000ENSG00000PPIL2 5164 2545 1.04729
chr22 45402074 rs4605479 ENST00000ENSG00000FAM118A 91949 5531 1.0349
chr22 23924767 rs5751776 ENST00000ENSG00000MIF-AS1 -25838 4112 1.06754
chr22 25479298 rs1930961 ENST00000ENSG00000CRYBB2P1 23585 4348 1.0539
chr22 28089695 rs5752693 ENST00000ENSG00000TTC28-AS1 170210 3810 1.05374
chr22 45174233 rs132888 ENST00000ENSG00000NUP50 10235 5768 1.02058
chr22 43206996 rs11691778ENST00000ENSG00000Z97055.1 552913 5904 1.05946
chr22 21980728 rs5756324 ENST00000ENSG00000TOP3BP1 243837 2239 1.01431
chr22 49640829 rs2071904 ENST00000ENSG00000Z97192.3 -25114 7065 1.0382
chr22 27091835 rs7288957 ENST00000ENSG00000TTC28-AS1 -827684 3810 1.05021
chr22 30663263 rs2240002 ENST00000ENSG00000DUSP18 242 3528 1.06127
chr22 41955477 rs4822069 ENST00000ENSG00000CYP2D7 189099 4149 1.04886
chr22 23315290 rs180810 ENST00000ENSG00000BCR 5815 3176 1.06825
chr22 23686003 rs9624290 ENST00000ENSG00000AP000347. 4487 3434 1.03476
chr22 23722702 rs11153960ENST00000ENSG00000AP000356. -875353 3909 1.03799
chr22 23895034 rs2070766 ENST00000ENSG00000AP000350. -31867 4150 1.03596
chr22 17042300 rs2845395 ENST00000ENSG00000CECR7 5729 3257 1.05166
chr22 23916590 rs5751771 ENST00000ENSG00000DDT 57900 4112 1.04896
chr22 42150861 rs59390354ENST00000ENSG00000NDUFA6-AS 27126 4131 1.08038
chr22 23703134 rs7291110 ENST00000ENSG00000AP000347. -15155 3460 1.0406
chr22 21002535 rs28372939ENST00000ENSG00000THAP7-AS1 326 3105 1.00939
chr22 21927265 rs240064 ENST00000ENSG00000AC245452. -11029 2132 1.01651
chr22 26656926 rs2157598 ENST00000ENSG00000MIAT -663 5636 1.05968
chr22 45392218 rs136601 ENST00000ENSG00000FAM118A 62582 5561 1.05761
chr22 45370605 rs136567 ENST00000ENSG00000FAM118A 35388 5563 1.04986
chr22 17149596 rs1034859 ENST00000ENSG00000HDHD5 9389 3512 1.03165
chr22 20737486 rs2002524 ENST00000ENSG00000PI4KA -10130 3284 1.04762
chr22 37196464 rs64547 ENST00000ENSG00000C1QTNF6 1283 4775 1.06022
chr22 41948404 rs5996092 ENST00000ENSG00000WBP2NL -82143 4016 1.04097
chr22 20721920 rs4822471 ENST00000ENSG00000PI4KA 14945 3324 1.0573
chr22 45331684 rs1569414 ENST00000ENSG00000FAM118A 21546 5531 1.04401
chr22 17197238 rs2058093 ENST00000ENSG00000ADA2 1552 3558 1.03159
chr22 40407182 rs2018393 ENST00000ENSG00000SGSM3 743 2716 1.06024
chr22 19033903 rs3865707 ENST00000ENSG00000CA15P1 660 3098 1.05504
chr22 40860798 rs103197 ENST00000ENSG00000XPNPEP3 3700 2914 1.05828
chr22 45335169 rs2350629 ENST00000ENSG00000FAM118A 143 5563 1.05125
chr22 37504764 rs3817806 ENST00000ENSG00000KCTD17 452858 4744 1.03933
chr22 31555822 rs16989760ENST00000ENSG00000SFI1 27001 4142 1.05245
chr22 45392218 rs136601 ENST00000ENSG00000FAM118A 61760 5559 1.02461
chr22 38752478 rs2072798 ENST00000ENSG00000FAM227A -96117 3767 1.06881
chr22 32481022 rs715567 ENST00000ENSG00000FBXO7 6006 4912 1.03797
chr22 31619464 rs9956 ENST00000ENSG00000SFI1 6690 4251 1.05608
chr22 20990595 rs2073989 ENST00000ENSG00000LZTR1 945 3140 1.06292
chr22 25452074 rs5752152 ENST00000ENSG00000CRYBB2P1 -3723 4348 1.05894
chr22 38669167 rs3788545 ENST00000ENSG00000FAM227A -12539 3793 1.04734
chr22 38756407 rs7284966 ENST00000ENSG00000FAM227A -119857 3775 1.07203
chr22 46762547 rs2295441 ENST00000ENSG00000AL118516.1 15 4887 1.07089
chr22 42236827 rs5758666 ENST00000ENSG00000NDUFA6-AS 145474 4077 1.03682
chr22 50200073 rs5771096 ENST00000ENSG00000AL022328.4 763 4414 1.04161
chr22 23635894 rs9306386 ENST00000ENSG00000AP000345. -52036 3360 1.03406
chr22 25489386 rs6004673 ENST00000ENSG00000CRYBB2P1 29409 4350 1.03803
chr22 25450048 rs9624834 ENST00000ENSG00000AL022324.3 -14979 4328 1.03898
chr22 25459662 rs6004655 ENST00000ENSG00000AL008721.2 -16557 4366 1.06922
chr22 23924767 rs5751776 ENST00000ENSG00000AP000350. -17700 4121 1.04462
chr22 25485046 rs6004672 ENST00000ENSG00000CRYBB2P1 -32990 4387 1.0366
chr22 23924767 rs5751776 ENST00000ENSG00000AC253536. -44445 4106 1.06006
chr22 42057768 rs58099562ENST00000ENSG00000CYP2D7 86780 4149 1.07696
chr22 23646070 rs6003820 ENST00000ENSG00000DRICH1 -14048 3406 1.05747
chr22 36202665 rs6000186 ENST00000ENSG00000APOL4 2174 4560 1.04364
chr22 42157347 rs5751230 ENST00000ENSG00000NDUFA6-AS 25315 4141 1.07743
chr22 42142884 rs2743460 ENST00000ENSG00000NDUFA6-AS 10852 4141 1.05391
chr22 36197115 rs132707 ENST00000ENSG00000Z95114.3 -57766 4661 1.0372
  allele (as defined by the HRC version 1.1). For all eQTL, see https://doi.org/10.6084/m9.figshare.688182
beta_shapetrue_df pval_true_ minor_alle minor_alle maf pval_nominslope slope_se
358.834 86.25 4.98E-07 70 89 0.370833 6.12E-08 -0.32239 0.055071
234.222 82.1484 1.83E-20 62 85 0.354167 1.39E-24 0.667537 0.048891
128.782 81.8555 2.96E-07 40 41 0.170833 1.44E-08 -0.93087 0.150781
90.0574 83.418 4.68E-09 12 12 0.05 1.39E-10 -0.93944 0.131221
410.319 85.8594 2.07E-07 81 98 0.408333 2.07E-08 -0.4529 0.074318
202.453 81.8945 3.02E-14 76 92 0.383333 4.47E-17 0.921981 0.090768
275.744 85.9375 3.1E-07 14 14 0.058333 3.35E-08 -1.68878 0.282028
376.859 85.0391 3.99E-08 64 81 0.3375 2.56E-09 0.439939 0.067208
238.343 83.6133 4.71E-09 72 90 0.375 1.47E-10 0.548231 0.076703
4.59363 100.469 5.58E-13 71 84 0.35 6.32E-13 0.92885 0.11248
385.065 84.1016 1.3E-06 29 29 0.120833 1.29E-07 -1.09591 0.19274
148.058 81.8164 6.68E-09 21 22 0.091667 1.41E-10 0.757986 0.105931
27.8489 89.1797 2.76E-06 68 84 0.35 6.84E-07 -0.47072 0.088765
310.953 83.3008 5.08E-06 79 100 0.416667 5.73E-07 -0.5537 0.103607
375.274 82.9492 6.47E-13 47 55 0.229167 2.82E-15 0.964748 0.103334
355.547 82.1875 1.78E-08 47 57 0.2375 5.1E-10 0.777241 0.112842
144.8 84.8047 5.17E-08 81 107 0.445833 3.3E-09 -0.68306 0.105219
395.396 84.1992 4.15E-07 83 106 0.441667 3.41E-08 0.346007 0.057821
210.762 81.5625 2.68E-06 66 74 0.308333 1.99E-07 -0.63562 0.11375
423.395 83.1836 3.88E-09 27 27 0.1125 1.04E-10 -0.74984 0.10388
334.07 80.8789 3.95E-08 29 29 0.120833 9.88E-10 -1.09587 0.162388
407.992 84.2188 4.24E-08 78 93 0.3875 2.31E-09 -0.70427 0.107217
306.462 81.8164 2.71E-08 77 93 0.3875 7.8E-10 0.702358 0.103312
206.058 82.5586 4.53E-06 71 87 0.3625 4.44E-07 -0.50018 0.092562
289.117 83.0078 2.15E-21 59 83 0.345833 1.82E-25 -0.90933 0.064586
334.76 83.4766 4.62E-08 77 93 0.3875 2.17E-09 0.739684 0.112381
300.258 82.4414 8.35E-07 77 93 0.3875 5.66E-08 0.5857 0.099751
131.927 83.2227 7.12E-07 69 87 0.3625 5.4E-08 -0.64486 0.109637
210.306 83.1055 7.71E-07 66 82 0.341667 5.82E-08 -0.51626 0.088017
312.511 83.6914 9.51E-07 79 100 0.416667 8.31E-08 -0.59722 0.103225
160.703 81.4258 6.88E-06 73 94 0.391667 6.14E-07 -0.44372 0.083276
318.175 85 2.95E-17 85 112 0.466667 4.84E-20 0.861947 0.074839
304.834 83.6719 1.6E-06 31 33 0.1375 1.54E-07 0.747767 0.132437
331.496 84.375 1.89E-07 79 100 0.416667 1.39E-08 -0.57584 0.093161
305.926 82.4219 3.27E-06 77 93 0.3875 2.93E-07 0.579729 0.105418
319.445 82.8516 6.7E-06 77 93 0.3875 7.44E-07 0.573956 0.108634
629.341 86.9727 1.32E-06 77 100 0.416667 2.12E-07 0.474773 0.085184
512.541 86.1133 2.44E-07 80 105 0.4375 2.62E-08 -0.47894 0.079267
428.244 85.7812 1.68E-06 29 31 0.129167 2.32E-07 0.573255 0.103233
544.907 86.543 9.17E-11 23 24 0.1 3.21E-12 -1.11007 0.139977
467.525 85.1367 2.17E-06 85 119 0.495833 2.81E-07 0.221642 0.040234
227.448 81.9922 7.11E-08 87 108 0.45 2.62E-09 0.370667 0.056662
187.824 78.4961 1.19E-09 12 12 0.05 6.51E-12 -1.61976 0.208009
244.612 83.2227 1.44E-06 12 12 0.05 1.25E-07 -1.4091 0.2475
368.427 86.3867 7.02E-11 42 45 0.1875 2.25E-12 0.901387 0.112647
444.034 86.0742 3.17E-06 11 13 0.054167 5.04E-07 -0.46948 0.087362
436.042 85.8203 3.56E-06 81 110 0.458333 5.56E-07 -0.38312 0.071593
222.003 83.4375 4.19E-23 49 60 0.25 2.17E-27 -1.10935 0.073839
303.536 84.2188 3.63E-07 72 94 0.391667 2.92E-08 -0.38197 0.063467
154.95 83.1445 2.11E-11 35 36 0.15 1.99E-13 -1.04757 0.123404
307.487 83.4766 2.43E-07 62 71 0.295833 1.57E-08 0.454494 0.073849
415.729 85.1172 4.14E-08 75 102 0.425 2.72E-09 0.671964 0.102855
333.653 85.8203 3.75E-06 85 118 0.491667 5.91E-07 0.603442 0.113069
350.896 84.5117 2.19E-06 82 105 0.4375 2.57E-07 -0.4553 0.082333
227.551 85.3711 4.96E-06 53 58 0.241667 7.64E-07 0.655059 0.124132
205.09 84.375 5.45E-06 54 60 0.25 7.34E-07 -0.65328 0.123579
200.827 84.4141 1.1E-13 59 67 0.279167 6.03E-16 -1.01319 0.10508
200.126 79.5117 5.39E-08 17 17 0.070833 1.05E-09 -1.34184 0.19919
186.084 83.5156 1.11E-16 72 94 0.391667 1.1E-19 0.716218 0.063091
151.234 84.2773 6.34E-07 78 104 0.433333 5.7E-08 -0.63488 0.108159
161.68 82.7344 1.09E-05 65 76 0.316667 1.31E-06 0.350853 0.068125
320.551 84.3555 9.98E-08 61 68 0.283333 6.53E-09 0.362962 0.057202
205.157 82.3828 6.68E-09 76 103 0.429167 1.64E-10 0.559317 0.078499
152.536 82.0703 5.86E-06 70 93 0.3875 5.6E-07 -0.51534 0.096334
154.702 82.4805 9.81E-10 75 95 0.395833 1.65E-11 0.382339 0.050327
146.028 81.4062 6.01E-06 75 95 0.395833 5.19E-07 0.529546 0.098657
369.011 85.332 3.41E-06 43 52 0.216667 4.91E-07 -0.53514 0.099467
354.541 84.668 2.1E-11 61 68 0.283333 3.26E-13 0.676692 0.080651
126.556 81.8359 1.04E-14 66 80 0.333333 1.19E-17 -0.82799 0.079461
133.522 80.6641 4.4E-09 85 113 0.470833 6.24E-11 0.432185 0.059004
306.136 84.9609 2.53E-11 34 37 0.154167 4.46E-13 0.706922 0.084886
397.675 87.4805 7.05E-16 48 56 0.233333 6.1E-18 0.891106 0.084443
355.251 84.6289 3.63E-31 48 56 0.233333 1.51E-36 -1.20709 0.060667
427.124 84.7656 9.19E-08 14 14 0.058333 6.45E-09 -1.37779 0.217043
421.039 83.8867 1.2E-07 75 100 0.416667 7.34E-09 -0.51471 0.081442
282.105 83.3203 5.74E-06 47 59 0.245833 6.64E-07 -0.7454 0.140382
124.946 80.4102 1.92E-07 14 16 0.066667 6.26E-09 -1.30502 0.205377
217.576 84.2773 1.21E-16 52 60 0.25 1.79E-19 -1.04557 0.092898
470.579 86.5234 6.59E-11 28 28 0.116667 2.18E-12 -1.16207 0.145108
378.715 81.6016 3.12E-11 28 29 0.120833 1.9E-13 -1.34235 0.157954
169.268 81.2891 3.04E-08 76 103 0.429167 7.91E-10 -0.62406 0.091834
284.534 84.5117 2.95E-10 48 55 0.229167 6.99E-12 0.70316 0.09047
191.713 81.7969 1.28E-06 52 60 0.25 8.41E-08 -0.61507 0.106357
142.664 83.4961 1.6E-06 69 87 0.3625 1.49E-07 -0.5991 0.105951
214.361 82.5195 2.56E-08 69 82 0.341667 8.58E-10 0.562732 0.08302
291.432 85.4883 8.57E-09 63 71 0.295833 4.7E-10 0.980558 0.142006
305.007 82.2266 2.84E-08 77 93 0.3875 9.08E-10 0.745762 0.110217
255.859 85.3125 3.58E-13 73 101 0.420833 3.41E-15 0.833911 0.089678
182.571 82.9297 2.53E-14 52 60 0.25 5.67E-17 -0.90874 0.089882
331.639 83.2422 9.42E-07 77 93 0.3875 7.57E-08 0.650896 0.1121
157.353 81.3672 5.08E-07 32 35 0.145833 2.52E-08 -0.36538 0.060387
388.099 86.1914 4.16E-07 64 73 0.304167 4.93E-08 0.456861 0.077405
255.133 82.0117 4.2E-06 63 74 0.308333 3.7E-07 0.685769 0.125928
410.124 85.1953 3.4E-06 79 101 0.420833 4.79E-07 0.426679 0.079218
120.067 82.9102 4.3E-17 82 99 0.4125 2.6E-20 0.998111 0.085732
334.734 84.3164 2.27E-06 77 93 0.3875 2.59E-07 0.623845 0.112858
381.669 83.9844 1.34E-07 35 37 0.154167 8.6E-09 0.912244 0.145131
576.408 86.1523 1.64E-06 72 84 0.35 2.39E-07 -0.55285 0.099688
407.436 85.8594 8.8E-08 88 118 0.491667 7.65E-09 -0.5601 0.08875
205.5 81.4648 3.81E-06 65 76 0.316667 3E-07 0.603578 0.109861
284.681 83.3594 8.99E-13 83 110 0.458333 4.89E-15 -0.843 0.09136
183.18 83.0273 2.12E-09 52 60 0.25 4.86E-11 -0.74698 0.101271
428.858 86.0938 1.69E-12 52 62 0.258333 2.76E-14 0.827353 0.093132
195.735 82.1094 4.95E-06 39 49 0.204167 4.59E-07 -0.65239 0.120908
233.848 82.4805 2.07E-07 44 48 0.2 1.06E-08 -0.83467 0.133764
452.003 83.7305 1.05E-08 84 113 0.470833 3.91E-10 -0.53329 0.076807
419.653 84.8828 2E-06 35 40 0.166667 2.45E-07 -0.75712 0.136649
384.736 83.2422 6.79E-08 86 118 0.491667 3.26E-09 0.692639 0.106647
251.501 84.2383 3.32E-06 24 25 0.104167 4E-07 0.752476 0.138637
216.777 82.6367 8.33E-07 52 55 0.229167 5.86E-08 0.434461 0.074091
491.886 85.293 3.45E-15 61 73 0.304167 1.48E-17 -0.94374 0.09095
296.277 81.0547 1.07E-07 77 93 0.3875 3.48E-09 0.67331 0.103901
226.784 85.1758 1.86E-11 86 117 0.4875 3.32E-13 0.632764 0.075445
142.82 75.625 3.03E-08 42 50 0.208333 1.83E-10 -0.56045 0.078911
394.463 83.8281 1.29E-10 85 114 0.475 2.15E-12 0.531286 0.06632
270.762 83.9453 2.84E-06 52 61 0.254167 3.17E-07 0.744602 0.13585
116.228 81.9141 5.65E-06 21 22 0.091667 5.22E-07 -0.65031 0.121195
241.633 83.6719 2.33E-06 66 82 0.341667 2.4E-07 -0.42664 0.076935
200.33 83.3398 7.2E-06 24 25 0.104167 8.74E-07 0.999574 0.190556
268.331 84.4531 2.48E-12 56 66 0.275 2.43E-14 -1.01018 0.113392
469.834 86.7188 7.32E-14 80 97 0.404167 9.17E-16 -0.65083 0.068085
536.447 86.6406 1.36E-06 34 34 0.141667 2.09E-07 -0.73873 0.132456
143.317 78.2422 4.48E-09 65 81 0.3375 3.23E-11 -0.60392 0.080956
292.587 82.2852 2.56E-06 33 34 0.141667 2.13E-07 -0.79736 0.143092
197.02 83.3203 3.7E-09 32 35 0.145833 1.02E-10 0.76175 0.105469
303.308 83.9453 6.37E-07 91 119 0.495833 5.41E-08 0.661043 0.112389
694.753 86.1523 4.42E-07 59 71 0.295833 5.25E-08 0.505026 0.085768
159.69 81.5625 1.02E-05 63 72 0.3 1.01E-06 0.603267 0.115748
374.429 85.7422 6.87E-09 72 84 0.35 3.85E-10 -0.68899 0.099185
305.852 81.6211 9E-21 34 37 0.154167 4.12E-25 -1.28246 0.092214
465.079 86.2891 3.56E-13 54 63 0.2625 4.85E-15 0.814254 0.088229
474.552 86.4648 5.45E-11 53 61 0.254167 1.72E-12 -0.82879 0.102879
147.391 81.9922 6.31E-15 75 95 0.395833 6.94E-18 0.720224 0.068417
365.801 83.8672 4.74E-06 17 18 0.075 5.76E-07 -0.51664 0.096694
421.885 85.7031 2.07E-07 44 47 0.195833 2E-08 0.837426 0.13726
456.538 84.6484 5.88E-13 55 68 0.283333 4.78E-15 -0.75969 0.082289
270.826 85.0781 2.91E-06 84 107 0.445833 3.92E-07 0.623422 0.114755
498.322 85.9766 1.95E-06 84 117 0.4875 2.83E-07 -0.48908 0.088807
49.9482 82.9688 4.28E-13 18 19 0.079167 1.73E-15 -1.5237 0.161525
336.25 84.375 3.22E-14 42 45 0.1875 1.39E-16 0.834295 0.083995
151.685 82.9297 4.97E-06 45 52 0.216667 5.26E-07 -0.7146 0.133214
494.281 86.9531 1.72E-06 11 12 0.05 2.87E-07 1.12662 0.20467
227.585 85.7227 6.05E-08 38 42 0.175 4.81E-09 -0.70211 0.109516
5.71793 97.2852 4.76E-05 63 73 0.304167 3.73E-05 -0.42102 0.097523
403.018 82.4219 9.53E-19 60 76 0.316667 1.99E-22 0.896063 0.070954
306.381 83.6133 8.39E-18 79 104 0.433333 5.31E-21 -0.90623 0.075761
119.23 79.7852 5.02E-06 50 61 0.254167 3.17E-07 0.513087 0.093609
733.458 87.4219 4.04E-10 64 73 0.304167 2.24E-11 -0.71724 0.095187
143.536 77.4023 7.73E-10 23 24 0.1 2.64E-12 -1.10613 0.138791
446.047 85.8984 1.69E-06 56 66 0.275 2.37E-07 0.578409 0.10426
180.791 82.4609 4.13E-09 66 81 0.3375 9.34E-11 0.641643 0.088608
184.483 82.5781 1.25E-09 65 81 0.3375 2.28E-11 0.692323 0.091921
283.95 84.3164 1.05E-06 33 33 0.1375 1.05E-07 -0.84656 0.147649
27.574 88.6523 8.09E-07 68 84 0.35 1.6E-07 -0.57225 0.101497
257.657 82.2266 3.01E-06 77 97 0.404167 2.56E-07 -0.68053 0.123058
414.697 86.2695 3.22E-07 72 90 0.375 3.71E-08 -0.37357 0.062625
212.056 81.543 1.3E-06 14 14 0.058333 8.2E-08 -0.6512 0.112497
400.573 84.5703 1.1E-06 33 35 0.145833 1.15E-07 -0.8567 0.149973
451.24 86.582 3.4E-06 14 14 0.058333 5.91E-07 -1.28245 0.240285
340.219 86.6992 3.67E-09 19 20 0.083333 2.34E-10 0.743898 0.105507
303.396 85.3711 6.67E-07 42 50 0.208333 7.36E-08 0.595322 0.102415
208.259 82.9297 1.58E-06 38 48 0.2 1.33E-07 0.619171 0.109021
313.413 84.3359 8.39E-07 66 79 0.329167 8.02E-08 0.705962 0.121855
165.021 82.5 8.32E-06 35 40 0.166667 9.14E-07 -0.72039 0.137613
245.354 83.3008 3.32E-06 86 113 0.470833 3.44E-07 0.345203 0.063195
196.388 78.5938 3.37E-06 11 12 0.05 1.56E-07 -0.69567 0.12328
274.113 83.6914 1.51E-10 64 79 0.329167 2.49E-12 0.518213 0.064926
230.566 81.6602 2.91E-06 50 66 0.275 2.24E-07 0.52018 0.093532
275.365 84.4922 2.29E-06 13 13 0.054167 2.69E-07 0.799753 0.144903
139.849 80.293 1.14E-17 21 22 0.091667 1.21E-21 -1.58982 0.129657
211.831 83.6133 2.31E-07 55 61 0.254167 1.52E-08 -0.74982 0.121699
428.143 86.2305 1.72E-07 17 17 0.070833 1.79E-08 -1.29768 0.211847
407.554 84.7461 2.04E-08 31 32 0.133333 1.09E-09 -1.13652 0.168941
302.565 83.6719 2.37E-06 49 54 0.225 2.45E-07 -0.51768 0.093433
281.959 84.4727 4.94E-07 73 98 0.408333 4.4E-08 0.771439 0.130147
438.035 85.1172 1.36E-11 54 63 0.2625 2.26E-13 0.621052 0.073377
534.467 86.6602 5.03E-11 23 24 0.1 1.66E-12 1.03911 0.12887
265.505 83.3984 9.21E-11 33 35 0.145833 1.26E-12 0.808398 0.099574
169.796 82.9492 6.49E-06 12 12 0.05 7.26E-07 -0.89008 0.168292
212.518 83.7109 2.81E-16 56 62 0.258333 3.69E-19 -1.09053 0.09815
293.616 83.8867 8.96E-07 66 84 0.35 8.01E-08 0.561001 0.096826
21.0648 84.8633 6.03E-05 20 21 0.0875 1.32E-05 0.732986 0.159903
146.751 81.5234 1.27E-05 63 72 0.3 1.31E-06 -0.29389 0.057073
331.161 85.5664 2.57E-06 44 49 0.204167 3.66E-07 -0.42545 0.078087
308.008 85.8008 6.11E-15 62 76 0.316667 3.59E-17 -0.79858 0.078283
176.84 82.5781 1.03E-06 72 94 0.391667 7.5E-08 0.416078 0.071631
376.443 86.1133 1.4E-06 40 44 0.183333 1.97E-07 -0.72292 0.129325
640.597 87.5391 1.31E-06 87 110 0.458333 2.29E-07 -0.51683 0.093031
436.659 84.6094 8.5E-07 19 22 0.091667 8.55E-08 0.802828 0.138919
361.166 85.7031 2.95E-06 51 57 0.2375 4.39E-07 -0.75579 0.139805
412.752 82.5977 6.17E-12 50 54 0.225 3.76E-14 1.05841 0.119972
231.033 83.0273 1.77E-06 66 74 0.308333 1.55E-07 -0.64531 0.114323
154.705 82.4219 8.34E-18 36 38 0.158333 2.75E-21 1.3007 0.107543
349.893 82.9102 2.09E-08 71 84 0.35 7.37E-10 0.654888 0.096161
221.86 81.6797 6.37E-08 74 90 0.375 2.14E-09 -0.52588 0.079861
194.544 80.8984 1.07E-09 72 88 0.366667 1.17E-11 0.897647 0.117059
209.261 81.8945 7.28E-10 77 93 0.3875 9.72E-12 0.781724 0.101453
330.668 84.668 1.35E-08 78 94 0.391667 6.6E-10 -0.67807 0.099225
187.767 80.4883 5.49E-12 79 105 0.4375 1.51E-14 0.801336 0.089002
479.955 84.9023 2.1E-06 78 103 0.429167 2.61E-07 0.491188 0.08888
221.39 83.3008 9.36E-11 49 60 0.25 1.25E-12 -0.49153 0.060527
369.872 85.957 2.63E-08 58 73 0.304167 1.93E-09 -0.67386 0.101992
325.035 85.7812 2.5E-10 79 112 0.466667 8.24E-12 0.564928 0.072999
139.46 82.5586 6.12E-06 70 88 0.366667 6.38E-07 0.550991 0.103583
656.09 85.5078 2.55E-06 46 58 0.241667 3.6E-07 0.611602 0.112174
277.081 85.1758 2.64E-08 66 76 0.316667 1.63E-09 0.818672 0.123253
255.786 82.168 7.86E-12 62 72 0.3 4.32E-14 1.12255 0.127647
265.399 81.9922 4.22E-09 86 109 0.454167 8.48E-11 0.761099 0.104815
297.278 83.75 1.42E-07 50 58 0.241667 8.75E-09 0.579181 0.0922
301.601 84.0234 6.64E-08 60 83 0.345833 3.76E-09 0.564422 0.087314
380.959 84.5117 1.46E-11 82 108 0.45 2.01E-13 0.754606 0.088909
353.05 84.9805 1.55E-07 31 36 0.15 1.24E-08 0.553535 0.089191
131.65 80.4883 1.92E-06 63 78 0.325 1.09E-07 0.424574 0.074166
139.069 81.25 2.59E-07 30 31 0.129167 1.08E-08 0.799784 0.128253
675.072 87.2266 7.77E-07 66 91 0.379167 1.21E-07 -0.51691 0.090662
529.578 86.0547 3.63E-13 50 58 0.241667 4.55E-15 0.97096 0.105065
379.177 85.9375 5.06E-18 57 74 0.308333 9.95E-21 -1.07356 0.090709
252.137 81.5234 1.96E-08 71 100 0.416667 4.87E-10 0.56556 0.081995
103.542 84.9805 2.59E-07 62 69 0.2875 2.26E-08 -0.51181 0.084259
18.8018 86.6016 5.12E-09 71 84 0.35 3.36E-10 0.934563 0.133984
295.716 83.8672 2.21E-06 72 100 0.416667 2.33E-07 0.536602 0.096641
30.1752 83.5938 4.83E-11 89 114 0.475 6.2E-13 -0.73211 0.088616
95.2947 84.9609 4E-06 35 40 0.166667 5.58E-07 0.867686 0.16217
97.4581 83.2812 5.97E-07 62 78 0.325 4.42E-08 -0.64568 0.108951
76.704 82.4609 9.08E-10 44 52 0.216667 1.5E-11 -0.69418 0.091132
299.478 84.2188 7.95E-08 41 54 0.225 4.85E-09 -0.76622 0.119545
287.305 83.3594 3.75E-11 59 83 0.345833 4.26E-13 -0.69477 0.083336
19.4515 85.8398 4.78E-07 51 56 0.233333 5.43E-08 0.735759 0.125112
202.079 83.8281 8.72E-06 78 103 0.429167 1.18E-06 0.383995 0.074208
33.6151 84.1992 6.45E-06 75 93 0.3875 8.73E-07 0.57092 0.108833
176.171 82.1094 9.82E-06 71 89 0.370833 1.05E-06 0.528385 0.101581
330.777 83.3398 4.74E-08 77 93 0.3875 2.17E-09 0.739684 0.112381
37.3772 83.6133 2.78E-06 71 84 0.35 2.93E-07 0.65794 0.119643
159.076 83.418 1.72E-09 58 69 0.2875 4.21E-11 0.823516 0.111204
155.704 83.5742 8.05E-13 55 66 0.275 4.65E-15 0.922167 0.099832
145.014 81.9531 1.94E-06 64 79 0.329167 1.43E-07 0.611552 0.108002
209.696 83.6914 2.87E-07 52 60 0.25 1.99E-08 -0.70075 0.114835
403.817 84.4922 5.33E-09 56 67 0.279167 2.12E-10 0.524442 0.074166
412.554 81.4062 2.21E-06 59 72 0.3 1.53E-07 0.322142 0.057032
427.145 84.6094 1.26E-06 34 37 0.154167 1.35E-07 0.743204 0.130946
577.887 86.9531 1.36E-06 21 23 0.095833 2.19E-07 -0.96898 0.174069
354.921 85.2148 3.29E-08 54 67 0.279167 2.13E-09 -0.41381 0.062833
98.301 82.1094 6.33E-07 81 108 0.45 3.8E-08 0.514795 0.086376
201.61 80.4492 8.84E-06 26 27 0.1125 7.15E-07 0.352783 0.066656
474.719 85.0977 1.89E-06 85 115 0.479167 2.38E-07 -0.2667 0.048077
390.624 83.3008 1.19E-07 20 21 0.0875 6.48E-09 -0.72781 0.114674
258.58 83.8281 1.37E-08 23 30 0.125 5.52E-10 0.890307 0.129572
333.456 84.1602 2E-07 62 79 0.329167 1.43E-08 -0.39746 0.064367
128.94 79.8047 4.07E-06 68 92 0.383333 2.46E-07 -0.27774 0.050134
184.709 82.4023 1.42E-06 88 115 0.479167 1.07E-07 0.46551 0.081255
412.263 84.2578 1.86E-09 85 113 0.470833 5.75E-11 -0.50596 0.068917
256.399 82.4609 1.82E-07 60 79 0.329167 9.02E-09 -0.38062 0.060653
217.578 80.6641 4.15E-06 11 12 0.05 2.91E-07 -1.31363 0.23881
221.468 83.3594 3.55E-09 19 22 0.091667 9.85E-11 0.922442 0.127579
187.942 79.4727 6.63E-06 41 46 0.191667 4.26E-07 0.632754 0.116896
504.135 86.543 5.8E-11 53 63 0.2625 1.89E-12 -0.55574 0.069147
168.331 80.4102 1.05E-05 77 101 0.420833 8.77E-07 -0.38938 0.074244
402.572 84.9219 1.06E-09 50 58 0.241667 3.55E-11 0.806638 0.108413
242.991 80.7227 8.13E-08 32 34 0.141667 2.32E-09 0.587527 0.089458
94.9435 81.1133 8.14E-16 65 72 0.3 3.71E-19 -1.01487 0.091349
648.827 87.2852 1.63E-06 48 52 0.216667 2.84E-07 0.469045 0.085182
407.818 83.7305 3.68E-08 19 21 0.0875 1.75E-09 -0.85446 0.128924
91.3584 80.6445 2.11E-06 65 72 0.3 1.26E-07 -0.69358 0.121857
368.958 82.0898 1.43E-11 34 40 0.166667 8.72E-14 -0.74674 0.086286
138.352 80.2734 2.3E-07 89 117 0.4875 7.58E-09 -0.56038 0.088766
63.9974 79.9609 2.27E-05 79 99 0.4125 2.13E-06 0.525256 0.104357
185.193 81.4648 7.03E-08 68 80 0.333333 2.3E-09 0.707497 0.107693
119.77 80.4688 1.06E-05 13 14 0.058333 8.93E-07 0.60236 0.114944
113.858 83.0469 1.43E-06 79 99 0.4125 1.2E-07 -0.5227 0.091662
97.2601 81.9922 3.88E-16 79 104 0.433333 2.33E-19 0.855145 0.076334
327.826 83.2812 2.59E-08 74 95 0.395833 1.04E-09 0.527355 0.078267
348.007 85.0586 1.41E-07 34 36 0.15 1.13E-08 -0.79035 0.126931
86.4376 79.4531 5.26E-10 50 54 0.225 3.11E-12 -0.82505 0.103957
95.5244 83.0859 7.39E-07 66 73 0.304167 5.51E-08 -0.67748 0.115263
407.217 85.2539 9.37E-07 82 110 0.458333 1.07E-07 0.465125 0.081201
346.742 81.6211 1.23E-16 81 102 0.425 4.72E-20 -0.72702 0.063097
487.381 84.5508 4.23E-08 56 65 0.270833 2.47E-09 -0.36039 0.054988
172.141 83.2617 5.26E-06 16 18 0.075 5.94E-07 -1.02067 0.191277
567.321 85.7031 1.45E-06 21 23 0.095833 1.92E-07 -0.94029 0.168025
305.341 81.3672 1.95E-09 73 89 0.370833 2.79E-11 -0.65058 0.086859
203.856 83.0469 2.55E-12 54 62 0.258333 1.53E-14 0.791721 0.087956
158.603 81.4844 1.52E-10 68 87 0.3625 1.27E-12 0.643707 0.079304
126.401 81.4453 6.72E-06 47 49 0.204167 5.98E-07 0.608742 0.114117
383.035 84.4727 2.6E-09 44 51 0.2125 9.05E-11 -0.54737 0.075521
268.857 83.75 9.61E-07 33 37 0.154167 8.5E-08 0.771494 0.133463
205.987 82.6953 2.22E-19 40 42 0.175 4.01E-23 -1.38669 0.107024
388.405 84.1406 2.17E-06 34 40 0.166667 2.39E-07 -0.69417 0.125154
363.895 84.1211 2.27E-07 91 111 0.4625 1.65E-08 -0.61535 0.100148
400.381 84.8242 1.56E-06 64 78 0.325 1.81E-07 -0.50064 0.089251
187.497 81.4258 1.21E-11 55 65 0.270833 5.64E-14 -0.81322 0.093034
617.722 87.3828 2.33E-06 21 23 0.095833 4.34E-07 -0.99463 0.183891
320.998 81.1328 6.84E-09 76 102 0.425 1.22E-10 -0.49917 0.069463
193.208 82.5586 8.71E-07 80 111 0.4625 6.09E-08 -0.41073 0.070147
219.413 83.457 6.79E-06 63 81 0.3375 8.29E-07 0.525681 0.099978
362.3 82.0703 8.33E-09 34 40 0.166667 1.97E-10 -0.88762 0.125261
251.578 82.6172 6.72E-17 60 72 0.3 3.82E-20 1.00718 0.087089
350.206 84.3555 9.12E-07 22 22 0.091667 8.89E-08 0.572921 0.099285
385.074 86.5039 2.93E-06 76 101 0.420833 4.92E-07 0.550879 0.102397
259.137 84.1797 3.01E-08 23 30 0.125 1.53E-09 -0.9193 0.138105
65.434 80.6641 7.54E-09 79 97 0.404167 1.21E-10 0.736509 0.102477
122.888 81.1719 3.49E-06 50 54 0.225 2.57E-07 -0.51068 0.09235
127.327 82.1875 9.02E-07 27 31 0.129167 5.93E-08 0.55833 0.095258
206.531 81.8945 8.02E-06 38 45 0.1875 7.97E-07 -0.69013 0.131023
182.096 81.3672 3.88E-06 13 13 0.054167 3.02E-07 -0.93538 0.170304
187.534 80.5273 4.7E-18 69 81 0.3375 4.62E-22 1.091 0.087585
385.621 84.707 1.59E-06 72 92 0.383333 1.81E-07 -0.51351 0.091549
295.811 82.9102 1.89E-06 44 51 0.2125 1.65E-07 -0.48244 0.085677
4.50256 98.5156 4.38E-07 32 34 0.141667 3.59E-07 -0.79759 0.146272
372.558 86.0352 1.5E-06 64 77 0.320833 2.11E-07 0.559278 0.100322
312.157 82.6172 6.15E-17 44 51 0.2125 3.43E-20 -1.05648 0.091185
139.198 79.3555 6.66E-07 33 39 0.1625 2.35E-08 0.704428 0.116125
246.656 78.6914 5.17E-10 91 111 0.4625 2.39E-12 -0.83633 0.104678
513.933 84.4922 6.06E-11 21 23 0.095833 1.07E-12 -1.21563 0.149138
188.412 82.6562 7.49E-06 84 112 0.466667 8.25E-07 0.737084 0.140158
200.92 81.5234 2.83E-08 71 81 0.3375 7.63E-10 0.51236 0.075315
208.98 81.8164 3.94E-06 47 54 0.225 3.32E-07 0.510232 0.093265
616.391 86.5625 6.19E-12 85 106 0.441667 1.44E-13 0.782132 0.091437
442.55 85.2344 2.46E-08 80 113 0.470833 1.52E-09 0.578117 0.086832
208.005 82.3828 5.99E-06 77 101 0.420833 6.04E-07 -0.5374 0.100784
340.529 84.9023 3.65E-16 77 98 0.408333 8.88E-19 -0.95677 0.08749
92.695 79.9414 6.02E-11 82 109 0.454167 2.43E-13 0.745596 0.088245
355.046 82.9297 7.29E-10 81 94 0.391667 1.31E-11 -0.90189 0.117981
354.707 83.5156 1.15E-09 74 90 0.375 2.66E-11 -0.78208 0.104281
212.546 78.0664 2.31E-11 19 20 0.083333 3.71E-14 1.62705 0.184378
72.1452 80.5469 1.52E-05 81 115 0.479167 1.41E-06 -0.42758 0.083316
464.214 85.293 1.53E-06 38 41 0.170833 1.91E-07 0.719324 0.128507
78.2769 79.1602 3E-10 81 108 0.45 1.4E-12 -0.42034 0.05191
86.8329 79.8438 1.85E-05 56 66 0.275 1.62E-06 -0.63857 0.125243
244.546 82.6953 3.93E-06 13 13 0.054167 3.82E-07 0.890555 0.163754
189.986 81.6406 4.73E-14 67 79 0.329167 6.92E-17 1.0091 0.100199
215.181 83.3008 1.54E-07 68 88 0.366667 8.8E-09 0.465622 0.074135
313.356 82.7734 5.62E-09 45 53 0.220833 1.47E-10 -0.81726 0.114341
133.559 81.0547 1.91E-07 33 35 0.145833 7.11E-09 0.880841 0.139221
84.0154 79.375 1.16E-06 33 35 0.145833 4.71E-08 -0.92782 0.156932
156.861 81.2305 6.42E-07 49 58 0.241667 3.27E-08 0.764637 0.127578
326.7 83.3398 2.11E-06 64 79 0.329167 2.01E-07 -0.555 0.099367
250.991 79.6484 2.05E-08 35 38 0.158333 3.23E-10 0.944735 0.13528
199.714 81.8359 9.06E-22 80 98 0.408333 2.88E-26 -0.99519 0.068778
106.288 81.1328 5.64E-06 34 39 0.1625 4.59E-07 -1.11648 0.206917
143.698 80.6836 2.55E-06 13 13 0.054167 1.61E-07 0.851877 0.151131
210.392 83.3594 1.31E-08 84 109 0.454167 4.7E-10 0.731494 0.105935
170.954 81.9531 1.81E-12 73 91 0.379167 6.72E-15 -0.96028 0.104787
135.521 78.3789 1.2E-05 74 96 0.4 7.49E-07 -0.60126 0.11384
260.659 82.9688 2.79E-08 85 114 0.475 1.06E-09 0.517141 0.076795
267.508 81.2305 3.9E-14 62 75 0.3125 4.56E-17 -0.91258 0.089878
324.775 84.7461 1.17E-06 55 61 0.254167 1.28E-07 0.378904 0.066608
284.661 82.7734 6.74E-20 47 52 0.216667 9.97E-24 1.16187 0.08773
266.948 83.8477 7.48E-06 27 34 0.141667 9.87E-07 0.758535 0.145401
186.532 80.9766 8.07E-15 67 79 0.329167 5.85E-18 0.983392 0.093117
378.15 85 6.37E-12 74 90 0.375 8.92E-14 -0.89072 0.102977
123.186 80.5664 1.22E-17 49 54 0.225 1.54E-21 1.00989 0.082695
591.528 86.3477 2.79E-08 66 74 0.308333 2.24E-09 0.694862 0.105679
167.654 81.1914 1.91E-10 71 83 0.345833 1.54E-12 0.608325 0.075295
406.422 83.8281 2.41E-06 54 60 0.25 2.57E-07 0.584972 0.105788
176.758 82.3047 6.16E-06 35 36 0.15 6.17E-07 0.853454 0.160213
387.104 83.3203 2.26E-06 34 40 0.166667 2.18E-07 -0.66654 0.119723
238.153 82.3438 3.66E-09 38 42 0.175 7.81E-11 0.87671 0.120457
315.831 81.8945 6.98E-09 45 53 0.220833 1.52E-10 -0.81278 0.113835
429.956 86.3867 3.44E-06 14 15 0.0625 5.81E-07 1.36664 0.255883
256.478 82.8906 2.16E-06 76 105 0.4375 1.93E-07 0.445753 0.079664
279.146 83.7109 5.28E-07 26 29 0.120833 4.14E-08 -0.92292 0.155339
113.15 80.4883 5.65E-07 43 48 0.2 2.41E-08 0.562507 0.092812
154.959 80.1172 3.07E-06 68 82 0.341667 1.83E-07 -0.60959 0.108705
434.193 84.1016 7.65E-10 31 34 0.141667 1.93E-11 0.660557 0.087308
168.651 81.6602 1.78E-09 73 91 0.379167 2.7E-11 -0.62997 0.084036
153.606 81.4258 2.69E-07 24 26 0.108333 1.17E-08 0.778389 0.125173
258.618 80.6641 5.57E-06 55 69 0.2875 4.19E-07 0.489861 0.090432
148.473 82.1094 3.86E-11 44 47 0.195833 2.92E-13 -0.70362 0.083641
187.377 80.625 1.4E-12 67 79 0.329167 2.93E-15 0.967048 0.103663
286.086 85.9961 8.68E-07 25 28 0.116667 1.11E-07 0.676481 0.118277
92.9971 79.9023 2.31E-07 15 16 0.066667 7.03E-09 -0.72284 0.114207
619.057 86.6797 4.09E-14 88 117 0.4875 4.62E-16 0.971496 0.100209
66.2769 79.8438 4.16E-08 62 72 0.3 8.21E-10 0.708932 0.104447
230.034 81.0938 9.15E-06 38 42 0.175 8.26E-07 -0.51676 0.098266
637.678 87.0117 1.82E-18 38 40 0.166667 5.31E-21 -1.52667 0.127626
275.425 83.7695 6.1E-06 64 75 0.3125 7.65E-07 -0.60639 0.114917
191.133 81.1914 1.83E-10 54 65 0.270833 1.45E-12 0.812011 0.10037
323.222 82.0508 2.94E-07 14 15 0.0625 1.48E-08 -1.06297 0.17236
268.353 82.8516 2.31E-07 79 105 0.4375 1.31E-08 0.634983 0.102502
202.109 79.7461 5.74E-06 90 115 0.479167 3.73E-07 -0.58714 0.107854
177.066 79.5312 1.07E-11 54 65 0.270833 2.43E-14 0.757312 0.08501
394.506 83.8477 3.94E-06 85 99 0.4125 4.61E-07 -0.633 0.117334
288.294 83.7891 2.36E-06 69 91 0.379167 2.48E-07 -0.57196 0.10329
129.232 82.8711 1.24E-05 84 112 0.466667 1.56E-06 -0.47084 0.09216
307.879 85.0977 4.96E-17 49 58 0.241667 9.36E-20 -1.03347 0.090773
132.825 80.7422 1.93E-08 78 105 0.4375 3.96E-10 0.708424 0.102068
411.587 83.8867 1.08E-07 21 22 0.091667 6.53E-09 -0.97494 0.153652
32.9722 80.4102 3.11E-05 65 78 0.325 3.36E-06 -0.4718 0.095822
138.146 81.7578 5.29E-09 88 115 0.479167 1.05E-10 -0.38451 0.053275
201.481 81.8164 5.41E-13 81 100 0.416667 1.46E-15 -0.89542 0.094584
118.537 84.043 1.26E-10 62 72 0.3 2.23E-12 -0.92919 0.116095
260.641 83.1445 3.41E-12 75 99 0.4125 2.24E-14 -0.63776 0.071458
245.631 82.5195 3.78E-06 16 17 0.070833 3.55E-07 0.747181 0.13696
65.7491 81.25 2.79E-06 62 72 0.3 1.98E-07 -0.69274 0.123933
181.36 79.9414 5.47E-08 51 59 0.245833 1.18E-09 0.763944 0.113836
192.019 81.1914 2.92E-06 41 46 0.191667 2.07E-07 0.614213 0.11009
363.452 82.5977 5.78E-09 75 99 0.4125 1.45E-10 -0.60061 0.083999
273.098 82.9883 3.62E-06 62 79 0.329167 3.63E-07 -0.48633 0.089229
188.607 82.168 2.41E-11 48 54 0.225 1.68E-13 -0.67648 0.07937
187.32 80.6836 1.12E-08 47 51 0.2125 2E-10 0.829807 0.117141
278.686 83.1836 3.44E-13 51 68 0.283333 1.44E-15 0.877423 0.092663
179.35 80.4102 1.28E-11 69 81 0.3375 4.19E-14 0.891572 0.101312
372.941 84.668 7.26E-10 81 110 0.458333 2.12E-11 -0.36989 0.049013
300.512 84.1797 1.52E-08 47 54 0.225 6.79E-10 0.549315 0.080454
347.362 83.7109 2.6E-07 71 91 0.379167 1.78E-08 0.471086 0.076887
585.97 84.2969 3.51E-06 13 14 0.058333 4.32E-07 0.876033 0.161937
464.608 84.9609 6.3E-09 56 66 0.275 2.89E-10 0.910324 0.129924
97.8656 82.6953 2.5E-08 66 73 0.304167 8.7E-10 -0.82995 0.122497
96.0567 82.0117 1.84E-12 65 72 0.3 6.99E-15 -0.98587 0.107671
539.189 85.9375 1.26E-06 21 23 0.095833 1.7E-07 -0.95776 0.170318
321.742 83.457 5.11E-06 80 102 0.425 5.91E-07 -0.36124 0.067682
271.172 84.8242 3.77E-09 76 100 0.416667 1.53E-10 -0.46913 0.065714
468.82 85.4297 1.94E-07 65 82 0.341667 1.76E-08 0.524326 0.085538
61.9074 78.9648 3.74E-08 34 39 0.1625 5.78E-10 1.21186 0.17662
147.36 80.8789 1.27E-05 13 14 0.058333 1.19E-06 -0.95619 0.184857
199.58 80.4102 2.38E-12 41 46 0.191667 5.19E-15 0.832823 0.090373
623.406 85.5664 1.96E-07 56 65 0.270833 1.83E-08 0.472106 0.077132
147.389 82.6953 5.63E-07 47 59 0.245833 3.69E-08 -0.64523 0.108144
193.174 81.4453 6.57E-09 54 65 0.270833 1.26E-10 0.752866 0.104862
296.852 81.9531 4.34E-08 89 110 0.458333 1.43E-09 0.52757 0.079086
212.239 83.0078 7.91E-07 85 105 0.4375 5.89E-08 -0.69482 0.118519
134.251 80.5664 2.16E-06 89 117 0.4875 1.28E-07 -0.40594 0.071373
258.127 83.3984 5.05E-15 75 99 0.4125 1.01E-17 -0.60682 0.058049
194.383 81.6016 2.13E-08 78 96 0.4 5.51E-10 0.782693 0.113901
188.498 82.6562 8.9E-07 76 97 0.404167 6.36E-08 -0.46031 0.078745
132.038 81.875 3.91E-06 62 79 0.329167 3.32E-07 -0.43913 0.08027
181.321 81.0742 1.91E-07 61 73 0.304167 7.17E-09 -0.46187 0.073024
202.69 81.9531 1.3E-06 80 96 0.4 8.83E-08 0.75667 0.131092
484.087 86.2891 1.4E-06 72 89 0.370833 2.03E-07 0.585478 0.104849
26.9019 79.4922 2.8E-06 78 103 0.429167 1.45E-07 -0.5326 0.094109
201.805 81.7969 4.44E-10 22 22 0.091667 5.18E-12 -1.43919 0.183727
427.273 85.293 7.9E-09 34 37 0.154167 4.08E-10 0.957897 0.138136
145.881 80.7617 4.45E-08 79 101 0.420833 1.11E-09 0.6291 0.093565
582.319 84.5703 6.46E-07 64 77 0.320833 6.16E-08 -0.5625 0.096108
290.293 82.5195 1.68E-07 91 111 0.4625 8.29E-09 -0.76783 0.122001
189.49 80.7812 7.61E-09 67 80 0.333333 1.27E-10 0.729103 0.101572
163.087 83.6719 1.49E-15 67 84 0.35 2.65E-18 -0.99953 0.093251
205.56 82.9688 5.52E-18 66 82 0.341667 2.26E-21 -0.81484 0.067152
177.459 79.8633 9.43E-06 68 81 0.3375 7.05E-07 0.541685 0.102284
262.94 84.2188 2.6E-11 82 109 0.454167 3.64E-13 -0.69117 0.08259
130.677 81.1328 1.18E-07 78 93 0.3875 4E-09 -0.8201 0.127137
328.364 85.9961 4.06E-10 66 80 0.333333 1.54E-11 -0.69408 0.091185
383.676 84.043 7.98E-09 74 90 0.375 3.06E-10 -0.74803 0.106946
94.0119 80.957 1.77E-06 53 68 0.283333 1.08E-07 -0.60293 0.105275
367.018 83.6133 1.84E-08 74 99 0.4125 7.47E-10 -0.68605 0.10078
362.237 83.9062 5.68E-09 43 50 0.208333 1.98E-10 -0.69654 0.098303
326.495 84.043 2.54E-27 61 76 0.316667 3.23E-32 -1.17763 0.067268
590.476 85.5859 5.74E-07 77 93 0.3875 6.43E-08 -0.70949 0.121423
159.996 81.0742 7.08E-10 68 83 0.345833 7.38E-12 -0.86263 0.111145
121.243 82.4023 6.95E-13 29 33 0.1375 2.49E-15 -1.34547 0.143732
28.3776 81.5625 1.59E-05 46 55 0.229167 1.74E-06 0.476999 0.093848
206.108 82.2266 5.29E-09 86 111 0.4625 1.19E-10 0.607799 0.084512
199.085 81.5625 2.39E-06 84 108 0.45 1.73E-07 0.584353 0.103969
179.151 79.5312 1.26E-12 67 79 0.329167 1.66E-15 0.929719 0.098468
458.524 84.668 1.13E-06 72 98 0.408333 1.21E-07 0.503647 0.088336
218.984 85.0586 5.42E-10 37 39 0.1625 1.67E-11 -1.02426 0.134856
190.813 81.543 2.51E-07 60 71 0.295833 1.1E-08 0.647429 0.103897
323.34 83.0273 8.04E-11 85 104 0.433333 9.56E-13 -0.94426 0.115511
89.5975 82.5 6E-06 74 97 0.404167 6.16E-07 -0.34219 0.064231
191.667 81.1523 1.29E-06 67 79 0.329167 7.58E-08 0.63515 0.109392
261.211 80.3125 4.65E-13 22 24 0.1 6.57E-16 -1.36503 0.141819
127.021 78.5352 5.67E-06 48 54 0.225 2.98E-07 0.751417 0.136732
304.758 82.6758 5.38E-07 44 51 0.2125 3.48E-08 -0.51819 0.086661
388.621 85.1367 2.17E-09 73 89 0.370833 8.67E-11 -0.69457 0.095714
448.068 87.4805 7.95E-07 58 74 0.308333 1.29E-07 -0.55968 0.098432
278.399 81.9727 1.17E-10 28 33 0.1375 1.08E-12 -0.78199 0.095944
357.222 84.043 1.51E-10 47 56 0.233333 2.77E-12 -0.78334 0.098407
444.353 84.1992 1.65E-15 72 93 0.3875 3.82E-18 0.879102 0.082578
148.553 79.668 1.49E-08 85 107 0.445833 2.17E-10 0.499169 0.070642
653.425 87.5977 1.99E-06 66 82 0.341667 3.73E-07 0.31969 0.058726
49.2304 79.1211 2.93E-05 51 62 0.258333 2.59E-06 0.470038 0.094254
230.309 80.9375 9.57E-07 87 107 0.445833 5.03E-08 -0.62794 0.106474
286.061 84.6484 2.75E-22 50 56 0.233333 4.68E-26 -1.17494 0.081783
208.27 81.2695 4.15E-09 80 103 0.429167 6.85E-11 0.37985 0.051995
256.371 83.9453 3.83E-18 91 119 0.495833 2.5E-21 0.550702 0.045459
157.982 81.0352 9.18E-07 55 70 0.291667 4.87E-08 0.734867 0.124452
250.873 83.0273 3.57E-07 45 49 0.204167 2.28E-08 0.323157 0.053214
408.008 84.8633 9.86E-08 79 100 0.416667 7.14E-09 0.66947 0.105831
188.666 83.3594 6.71E-06 52 57 0.2375 8.05E-07 0.676695 0.128534
62.3938 82.1094 9.48E-13 37 41 0.170833 3.24E-15 -1.16362 0.125003
227.428 83.7305 4.67E-06 45 52 0.216667 5.54E-07 -0.45214 0.084479
160.191 82.1289 1.62E-10 16 18 0.075 1.68E-12 0.959305 0.119012
354.555 84.0039 2.04E-13 80 99 0.4125 1.07E-15 0.554534 0.058196
459.14 85.1953 3.31E-06 86 114 0.475 4.64E-07 0.443189 0.082174
276.156 82.7344 1.41E-08 41 47 0.195833 4.4E-10 0.727768 0.105187
230.482 83.2617 1.06E-07 50 55 0.229167 5.58E-09 -0.41099 0.064425
344.529 83.3008 5.42E-07 85 116 0.483333 3.95E-08 -0.50254 0.084442
223.184 83.1445 7.33E-08 65 80 0.333333 3.5E-09 0.676041 0.104335
220.111 83.125 4.08E-08 56 66 0.275 1.73E-09 0.702768 0.106
243.39 81.8359 3.14E-20 87 107 0.445833 2.19E-24 -1.23843 0.09134
171.094 80.9961 3.12E-06 47 58 0.241667 2.17E-07 -0.41691 0.074879
191.573 79.9414 7.45E-06 30 32 0.133333 5.33E-07 0.644652 0.120243
486.476 86.1719 9.82E-07 85 106 0.441667 1.32E-07 -0.59256 0.104314
465.547 85.0391 6.4E-07 86 109 0.454167 6.62E-08 -0.52504 0.089957
300.278 84.9023 2.12E-06 88 117 0.4875 2.62E-07 0.610626 0.110525
351.242 84.043 3.52E-07 82 109 0.454167 2.72E-08 0.473324 0.078448
496.815 86.9922 3.24E-07 75 108 0.45 4.27E-08 0.328938 0.055431
236.577 81.7969 8.81E-11 87 107 0.445833 7.21E-13 -0.94886 0.115273
181.864 82.0898 3.37E-08 52 57 0.2375 1.08E-09 0.763571 0.113474
300.432 84.4336 6.51E-08 13 14 0.058333 4.01E-09 1.22962 0.190632
142.566 79.9609 2.52E-16 91 120 0.5 4.77E-20 1.03599 0.089929
527.746 85.8594 3.21E-06 12 13 0.054167 4.96E-07 -1.11198 0.206766
121.537 79.0039 1.83E-07 18 19 0.079167 4.31E-09 -0.7322 0.113786
113.277 80.6836 8.99E-07 56 62 0.258333 4.44E-08 0.618199 0.10433
514.131 87.9883 3.51E-12 31 33 0.1375 1.19E-13 1.1147 0.129743
290.136 83.5352 3.62E-07 29 35 0.145833 2.56E-08 -0.85477 0.141338
504.066 83.4766 9.43E-07 35 37 0.154167 7.91E-08 -0.88634 0.152908
214.976 81.8555 1.24E-07 31 32 0.133333 4.99E-09 -1.03692 0.161943
571.038 86.7578 9.38E-13 86 105 0.4375 1.75E-14 0.892469 0.099454
552.682 88.8477 3.04E-07 83 110 0.458333 5.49E-08 0.540583 0.091961
602.089 88.4375 4.29E-09 40 44 0.183333 4.19E-10 0.606235 0.087493
412.777 85.625 1.68E-11 77 101 0.420833 3.41E-13 -0.80882 0.096498
497.35 86.1523 8.24E-07 87 112 0.466667 1.08E-07 -0.65252 0.113937
48.8176 79.7266 1.67E-05 41 46 0.191667 1.41E-06 0.43202 0.084175
243.149 82.5977 5.02E-08 68 90 0.375 1.97E-09 -0.46196 0.069968
419.261 85.8789 2.25E-06 85 108 0.45 3.3E-07 -0.67288 0.122967
466.96 86.1133 7.14E-12 75 94 0.391667 1.47E-13 -0.6978 0.081615
50.2371 80.0195 1.71E-06 59 67 0.279167 8.7E-08 0.549678 0.09518
427.655 84.4531 4.1E-08 13 14 0.058333 2.33E-09 -1.33675 0.203572
46.3841 80.2539 1.22E-09 24 27 0.1125 1.13E-11 -1.43648 0.187184
541.815 85.4688 9.77E-09 28 30 0.125 5.45E-10 -1.10142 0.160233
535.517 84.9023 4.77E-08 28 30 0.125 3.07E-09 -1.15646 0.177712
181.577 82.168 7.65E-06 66 72 0.3 7.85E-07 0.663023 0.125791
430.963 84.6289 1.08E-07 79 97 0.404167 7.61E-09 -0.76016 0.120428
256.761 83.8086 1.84E-06 59 70 0.291667 1.85E-07 -0.61672 0.110048
434.229 84.7461 4.15E-06 85 108 0.45 5.65E-07 0.649601 0.121472
260.915 85.1367 2.35E-06 64 82 0.341667 3.08E-07 0.611176 0.11137
467.969 86.2891 1.29E-07 13 14 0.058333 1.29E-08 -1.37033 0.221133
43.9043 76.6992 3.87E-05 80 99 0.4125 2.57E-06 -0.57555 0.115384
53.8098 82.3828 1.51E-05 68 87 0.3625 1.84E-06 -0.51663 0.101923
489.029 85.2148 4.07E-10 53 61 0.254167 1.25E-11 -0.7471 0.097598
246.536 82.207 4.91E-19 87 107 0.445833 7.84E-23 -1.16027 0.090511
425.344 84.1797 1.15E-09 83 108 0.45 3.18E-11 -0.67364 0.09026
420.364 86.2109 7.24E-07 31 34 0.141667 9.38E-08 -0.77384 0.134386
257.652 83.8672 1.34E-06 63 75 0.3125 1.29E-07 0.394473 0.069365
213.955 80.7031 4.89E-06 10 12 0.05 3.59E-07 0.602392 0.11048
449.34 84.6484 5.14E-07 80 105 0.4375 4.77E-08 -0.59078 0.09997
500.989 86.1328 1.09E-07 18 21 0.0875 1.04E-08 -0.74943 0.120015
372.62 86.0742 1.62E-07 33 34 0.141667 1.62E-08 -0.91046 0.148099
122.265 80.8789 8E-08 74 89 0.370833 2.35E-09 0.604812 0.092134
752.786 86.7383 1.29E-08 78 101 0.420833 1E-09 -0.68572 0.101664
546.014 86.7188 1.24E-06 14 15 0.0625 1.89E-07 -1.32756 0.237063
146.473 79.375 2.35E-06 43 50 0.208333 1.15E-07 0.452237 0.07916
699.762 86.3672 3.89E-12 78 101 0.420833 7.91E-14 -0.72504 0.083592
286.945 81.8164 1.55E-09 22 25 0.104167 2.39E-11 -0.90966 0.120932
245.753 83.1445 2.6E-21 95 118 0.491667 2.51E-25 -1.16111 0.082869
530.66 87.2461 4.34E-08 39 47 0.195833 4.49E-09 0.774999 0.120602
306.713 84.4727 7.55E-08 32 39 0.1625 4.81E-09 0.556732 0.086839
567.661 86.0547 1.5E-06 28 30 0.125 2.12E-07 -0.9354 0.16781
50.9454 81.1719 1.98E-10 41 46 0.191667 1.59E-12 -1.04323 0.129237
508.923 87.0117 3.77E-18 70 97 0.404167 1.23E-20 -0.78208 0.066316
241.59 83.1445 6.79E-06 55 63 0.2625 7.91E-07 -0.46303 0.087877
375.445 84.4922 9.36E-11 87 117 0.4875 1.8E-12 0.79546 0.098847
50.2272 79.5508 3.01E-06 66 81 0.3375 1.61E-07 -0.52445 0.09305
204.24 83.6914 3.98E-08 88 120 0.5 1.9E-09 -0.69211 0.104713
652.866 87.5781 5.39E-09 30 31 0.129167 4.46E-10 -0.95705 0.138384
239.797 82.2852 3.09E-07 88 111 0.4625 1.65E-08 0.716164 0.116578
183.49 82.7148 1.5E-08 28 29 0.120833 4.72E-10 0.685348 0.099268
231.827 82.7148 7.37E-06 77 97 0.404167 8.16E-07 -0.3881 0.073759
257.773 82.9102 3.52E-09 62 69 0.2875 8.67E-11 -0.76034 0.104776
365.534 84.0234 1.72E-13 65 77 0.320833 8.8E-16 0.705858 0.073778
119.619 79.8633 4.17E-06 33 33 0.1375 2.55E-07 0.816726 0.147659
440.972 84.4336 1.22E-07 40 44 0.183333 8.38E-09 0.64208 0.102059
154.083 80.4688 1.31E-05 46 54 0.225 1.16E-06 -0.48806 0.094255
449.92 85.4883 1E-07 82 104 0.433333 8.25E-09 -0.64235 0.102048
344.117 85.2539 1.03E-08 11 12 0.05 5.48E-10 1.36582 0.198737
633.526 86.875 1.99E-09 31 32 0.133333 1.21E-10 -1.02793 0.14301
215.788 82.0508 5.96E-20 76 101 0.420833 5.47E-24 0.935621 0.069989
268.452 84.4336 4.28E-13 16 17 0.070833 3.03E-15 0.975417 0.104635
377.809 84.7852 1.09E-07 40 44 0.183333 7.9E-09 0.732734 0.116231
449.852 86.7578 2.7E-07 68 82 0.341667 3.31E-08 0.701594 0.117121
253.483 85.6641 3.11E-06 33 40 0.166667 4.65E-07 0.481405 0.089265
231.686 81.25 1.04E-05 25 26 0.108333 9.9E-07 0.678581 0.130091
225.756 81.875 1.67E-06 88 111 0.4625 1.19E-07 0.653522 0.114539
238.947 83.0078 6.16E-06 85 116 0.483333 6.88E-07 0.439251 0.082854
825.771 88.457 5.55E-07 15 19 0.079167 1.01E-07 0.992599 0.172887
328.566 83.8086 1.7E-07 67 83 0.345833 1.09E-08 -0.59605 0.095622
285.629 83.2812 3.03E-08 41 47 0.195833 1.25E-09 0.789867 0.117923
236.933 83.9062 1.08E-11 70 91 0.379167 1.15E-13 0.779631 0.090674
397.019 85.2539 5.7E-08 30 32 0.133333 4.07E-09 0.728201 0.112952
304.845 84.043 9.93E-07 25 27 0.1125 9.31E-08 -0.9936 0.172494
238.866 82.2852 3.1E-07 70 93 0.3875 1.66E-08 -0.4162 0.067758
443.826 85.8398 3.18E-06 82 114 0.475 4.88E-07 0.468449 0.087049
157.705 82.0898 1.26E-07 85 110 0.458333 5.35E-09 0.578174 0.090507
247.947 82.3047 3.05E-11 87 107 0.445833 2.35E-13 -0.88769 0.104971
291.15 83.7109 1.33E-07 33 37 0.154167 8.04E-09 0.795477 0.126262
227.723 81.4453 1.56E-16 91 119 0.495833 5.79E-20 0.827707 0.072091
332.306 84.1992 1.48E-06 22 23 0.095833 1.54E-07 1.00236 0.177507
203.498 79.7461 6.58E-08 75 97 0.404167 1.42E-09 0.665618 0.099766
238.662 81.6406 4.78E-06 71 85 0.354167 4.07E-07 0.401832 0.074092
78.5735 80.0781 2.22E-05 63 85 0.354167 2.11E-06 0.569714 0.113134
241.912 82.1875 1.89E-19 91 119 0.495833 2.43E-23 1.06072 0.08122
149.457 80.0391 2.39E-25 84 105 0.4375 2.73E-31 1.21266 0.071266
141.301 81.5039 4.24E-09 41 51 0.2125 7.48E-11 0.829548 0.113837
158.478 79.6094 1.25E-10 59 71 0.295833 5.39E-13 -0.8366 0.100919
615.072 87.9688 3.12E-06 49 55 0.229167 6.6E-07 0.526091 0.099051
339.462 83.457 2.65E-06 64 74 0.308333 2.7E-07 -0.70624 0.127979
294.699 83.1055 3.54E-10 72 91 0.379167 5.79E-12 0.654022 0.083734
386.105 84.5312 2.91E-17 88 118 0.491667 3.75E-20 0.70522 0.060962
248.482 84.082 8.42E-13 54 57 0.2375 5.93E-15 1.22256 0.133046
277.76 86.582 1.17E-11 19 23 0.095833 3.04E-13 1.10861 0.131901
223.163 82.3438 1.3E-07 51 62 0.258333 5.86E-09 0.51132 0.080289
101.474 78.75 6.58E-09 76 92 0.383333 6.09E-11 -0.83085 0.113354
348.497 84.1211 2.96E-09 82 109 0.454167 9.64E-11 -0.50897 0.070351
189.077 83.3789 1.41E-08 61 74 0.308333 5.14E-10 -0.76643 0.1113
114.824 79.8047 1.13E-09 71 88 0.366667 9.07E-12 0.596558 0.077281
549.813 87.1484 7.62E-17 37 41 0.170833 4.12E-19 -1.2601 0.113637
278.232 82.832 9.61E-11 33 37 0.154167 1.11E-12 0.901662 0.110717
361.973 82.9297 3.48E-06 14 15 0.0625 3.43E-07 1.05121 0.192417
525.227 86.0156 3.72E-13 37 41 0.170833 4.62E-15 -1.06109 0.114857
141.018 80.6445 1.06E-08 56 70 0.291667 1.83E-10 0.617174 0.086907
334.663 83.0664 3.68E-11 37 41 0.170833 3.78E-13 -1.05796 0.126537
266.756 82.3438 2.4E-11 26 31 0.129167 1.78E-13 -0.91828 0.107879
50.4109 79.2578 5.68E-06 14 15 0.0625 3.39E-07 -1.17845 0.215591
222.733 80.4688 4.96E-06 11 12 0.05 3.51E-07 -1.16119 0.212755
205.344 80.7227 5.37E-09 76 101 0.420833 8.11E-11 0.489028 0.067262
234.184 83.3008 5.1E-13 26 26 0.108333 2.43E-15 -0.95221 0.101667
218.88 82.8516 1.65E-16 76 101 0.420833 1.27E-19 0.97478 0.086079
247.86 83.8672 5.63E-07 65 74 0.308333 4.6E-08 -0.58579 0.098989
467.265 85.8008 9.83E-08 80 105 0.4375 8.6E-09 -0.63661 0.101279
232.031 81.3281 2.36E-13 87 107 0.445833 4.35E-16 -0.92702 0.095502
83.477 82.168 5.98E-06 46 48 0.2 5.83E-07 0.467501 0.087544
260.885 83.6523 5.21E-06 15 17 0.070833 6.23E-07 0.961442 0.180555
204.554 81.8555 3.95E-06 24 28 0.116667 3.35E-07 -0.72907 0.133324
307.853 83.5938 1.01E-06 26 28 0.116667 8.73E-08 -0.86273 0.149402
337.068 84.0234 4.49E-06 89 118 0.491667 5.53E-07 0.493419 0.092184
169.887 79.2578 6.28E-08 83 115 0.479167 1.19E-09 0.596789 0.088956
292.107 82.8906 1.63E-09 44 54 0.225 3.41E-11 -0.78238 0.105036
164.043 77.7539 3.28E-06 55 67 0.279167 1.29E-07 0.708964 0.124676
187.307 81.2109 4.38E-06 82 114 0.475 3.42E-07 0.51802 0.094805
209.037 82.3828 1.7E-09 26 30 0.125 3.13E-11 -1.00917 0.13516
173.979 79.3555 8.96E-06 62 83 0.345833 6.09E-07 0.72971 0.136902
342.868 85.2148 2.36E-19 53 62 0.258333 1.88E-22 0.747878 0.059166
304.841 84.082 2.3E-07 45 50 0.208333 1.66E-08 -0.77052 0.125435
190.017 75.3711 1.93E-16 26 31 0.129167 2.48E-21 -1.0678 0.088136
322.555 86.1914 3.28E-06 20 24 0.1 5.35E-07 -0.69423 0.129511
289.228 82.5781 1.82E-10 78 96 0.4 2.23E-12 0.56906 0.071096
285.67 83.1445 5.27E-13 44 54 0.225 2.38E-15 -1.00578 0.107337
567.676 86.9922 1.07E-09 77 95 0.395833 6.09E-11 -0.55636 0.075905
386.968 84.0039 7.56E-10 67 86 0.358333 1.85E-11 0.547802 0.072325
436.511 84.9609 1.56E-06 52 62 0.258333 1.85E-07 -0.40875 0.07293
452.2 83.7891 4.03E-06 38 46 0.191667 4.69E-07 -0.59789 0.110912
459.962 84.7656 1.7E-12 40 48 0.2 1.74E-14 1.01896 0.113527
213.951 80.7031 1.94E-13 57 67 0.279167 2.63E-16 -0.90455 0.092239
208.873 80.0781 7.97E-13 56 65 0.270833 1.17E-15 -0.88174 0.092704
220.234 81.3477 1.01E-11 57 66 0.275 4.37E-14 -0.84745 0.096387
264.845 83.5156 2.84E-07 17 17 0.070833 1.91E-08 -1.18371 0.193672
113.138 78.6523 6.29E-08 72 87 0.3625 1.03E-09 -0.52459 0.077837
329.388 84.6289 7.13E-07 96 119 0.495833 6.98E-08 -0.47786 0.082042
267.663 82.5781 2.96E-06 64 81 0.3375 2.67E-07 0.547518 0.099174
538.813 85.9766 2.41E-06 50 58 0.241667 3.62E-07 -0.46031 0.084445
318.794 82.5195 1.46E-09 51 56 0.233333 2.69E-11 0.830742 0.110805
280.457 81.2891 3.68E-08 48 52 0.216667 9.99E-10 -0.79062 0.117194
512.886 86.9727 1.32E-10 62 83 0.345833 5.51E-12 -0.6457 0.082561
507.976 86.6992 7.58E-07 70 97 0.404167 1.07E-07 0.599637 0.104691
463.009 84.4531 9.46E-09 52 63 0.2625 4.13E-10 -0.61228 0.088328
460.042 84.4531 6.38E-08 75 94 0.391667 3.93E-09 -0.555 0.085984
428.509 83.1055 2.59E-06 63 77 0.320833 2.48E-07 -0.53839 0.097222
449.321 84.4141 1.01E-07 52 63 0.2625 6.7E-09 -0.57678 0.090978
460.459 85.0977 1.01E-10 77 98 0.408333 2.35E-12 -0.71288 0.089183
409.667 82.8125 1.82E-07 76 94 0.391667 9.7E-09 -0.67425 0.107718
446.076 84.1406 1.3E-07 42 50 0.208333 8.55E-09 -0.70339 0.111883
451.727 84.6875 7.04E-07 18 21 0.0875 6.95E-08 -0.7827 0.134352
446.471 83.7305 1.53E-08 52 62 0.258333 6.17E-10 -0.58349 0.08521
617.608 84.8438 2.5E-15 87 120 0.5 8.33E-18 0.807955 0.077016
123.666 79.1797 8.6E-08 74 96 0.4 1.74E-09 -0.26289 0.039659
372.933 84.1406 2.81E-06 45 47 0.195833 3.24E-07 -0.45143 0.082435
348.543 83.8672 4.18E-12 71 92 0.383333 3.68E-14 -0.47786 0.054142
718.048 88.2031 1.74E-11 68 80 0.333333 7.83E-13 -0.51932 0.063219
267.535 83.6328 2.63E-07 80 96 0.4 1.78E-08 -0.50033 0.081657
140.719 82.207 3.42E-06 61 75 0.3125 2.98E-07 0.436807 0.079488
394.159 83.9062 1.76E-18 53 64 0.266667 9.7E-22 0.643171 0.052265
282.758 84.3359 1.02E-09 58 69 0.2875 2.87E-11 0.509775 0.068116
313.338 85.0195 1.39E-09 37 40 0.166667 4.97E-11 0.76294 0.103502
204.824 82.1484 1.71E-07 49 57 0.2375 7.83E-09 -0.39756 0.063047
278.749 82.1484 9.45E-08 13 13 0.054167 3.83E-09 -1.15714 0.179117
528.665 85.1367 2.13E-07 80 97 0.404167 1.86E-08 0.541565 0.088523
156.45 81.9727 1.29E-08 91 118 0.491667 3.27E-10 -0.50464 0.072288
303.092 82.7148 2.81E-08 68 85 0.354167 1E-09 0.511976 0.075904
191.956 82.832 2.67E-07 37 39 0.1625 1.55E-08 -0.73679 0.119646
676.719 86.3086 1.75E-13 80 97 0.404167 2.15E-15 0.774043 0.082428
70.8149 81.4258 1.72E-05 74 89 0.370833 1.87E-06 -0.31589 0.06237
556.497 84.9219 6.19E-08 82 115 0.479167 4.19E-09 0.497313 0.077213
192.889 83.0859 4.01E-07 33 35 0.145833 2.64E-08 -0.76696 0.126977
269.013 82.6367 2.22E-07 12 12 0.05 1.19E-08 -1.68085 0.270463
116.633 81.4453 2.9E-10 89 116 0.483333 2.76E-12 0.533695 0.067041
187.079 83.7695 6.31E-06 66 74 0.308333 7.97E-07 -0.38276 0.072668
162.604 83.7109 6.57E-06 90 118 0.491667 8.28E-07 0.531616 0.101102
359.109 84.1016 3.38E-08 70 86 0.358333 1.72E-09 0.443042 0.066808
534.962 87.0117 6.13E-07 35 38 0.158333 8.87E-08 0.557025 0.096523
207.477 81.7578 5.32E-06 70 90 0.375 4.74E-07 0.391723 0.072695
350.602 85.0781 3.68E-07 41 46 0.191667 3.49E-08 0.690168 0.115436
244.377 82.6758 1.06E-09 35 42 0.175 1.93E-11 -0.96928 0.128113
170.202 80.7227 1.3E-09 61 70 0.291667 1.41E-11 -0.58488 0.076659
420.66 86.0352 3.26E-10 54 64 0.266667 1.2E-11 0.723174 0.094387
707.115 86.1523 6.92E-09 80 112 0.466667 4.28E-10 -0.22554 0.032571
352.897 85.4883 1.95E-07 69 83 0.345833 1.79E-08 0.608708 0.099369
186.633 79.8828 3.09E-14 34 34 0.141667 1.86E-17 0.963393 0.093251
320.597 84.2578 2.81E-06 67 90 0.375 3.3E-07 0.406996 0.074378
211.091 82.4414 2.44E-08 34 34 0.141667 7.95E-10 0.8336 0.12269
346.671 84.375 7.43E-07 47 59 0.245833 7.01E-08 -0.32927 0.056538
176.607 81.4648 8.5E-07 32 34 0.141667 4.82E-08 -0.90427 0.153072
281.972 81.9922 9.94E-12 22 23 0.095833 5.4E-14 -1.31592 0.150395
197.474 82.3047 2.53E-08 37 39 0.1625 8.02E-10 -0.46866 0.068997
244.504 83.5547 6.53E-08 81 102 0.425 3.33E-09 0.714049 0.110023
375.719 84.6289 2.6E-12 47 55 0.229167 2.74E-14 0.697714 0.078529
761.832 88.3008 1.38E-08 74 95 0.395833 1.53E-09 0.616963 0.092686
200.566 82.9297 2.25E-09 39 41 0.170833 5.07E-11 -0.74178 0.100687
182.573 81.543 1.1E-08 61 71 0.295833 2.41E-10 0.55301 0.078506
264.282 82.9102 4.56E-13 75 97 0.404167 1.82E-15 -0.91578 0.097187
414.871 85.6055 7.41E-16 20 21 0.0875 2.82E-18 -1.35699 0.126749
185.532 82.0898 7.18E-06 26 27 0.1125 7.18E-07 -0.71902 0.135875
176.029 76.3867 1.02E-10 44 51 0.2125 1.36E-13 0.783315 0.091445
244.871 84.5312 6.37E-06 73 102 0.425 9.03E-07 -0.40459 0.077245
619.718 84.9219 1.25E-10 87 120 0.5 2.87E-12 -0.74715 0.093943
313.043 83.6523 1.01E-06 40 51 0.2125 8.86E-08 0.670111 0.116115
367.275 84.2578 5.02E-06 33 37 0.154167 6.54E-07 -0.75457 0.142014
304.518 83.9062 3.01E-10 69 81 0.3375 6.04E-12 0.602819 0.077263
337.558 80.5859 7.5E-12 14 15 0.0625 2.3E-14 1.56304 0.175236
179.206 81.3867 3.28E-12 62 70 0.291667 1.12E-14 0.731385 0.080701
297.617 84.0234 1.19E-17 65 82 0.341667 1.01E-20 0.834207 0.070498
355.304 83.3984 3.24E-07 90 120 0.5 2.18E-08 -0.62111 0.102114
374.843 84.0234 1.22E-13 31 34 0.141667 5.86E-16 -1.01014 0.1047
178.416 81.3086 7.54E-06 62 74 0.308333 6.74E-07 0.549042 0.103468
326.215 84.3359 1.59E-06 63 74 0.308333 1.71E-07 0.495293 0.088085
738.643 88.1055 1.37E-06 21 21 0.0875 2.65E-07 0.978021 0.177099
368.725 81.2695 8.05E-13 42 44 0.183333 1.91E-15 -1.06116 0.112724
176.192 81.7578 8.65E-08 29 34 0.141667 3.15E-09 0.839109 0.129059
179.607 81.1719 1.1E-06 58 67 0.279167 6.22E-08 0.657573 0.112394
428.195 85.625 1.25E-09 53 64 0.266667 5.15E-11 -0.65755 0.089292
199.987 83.0664 7.98E-19 37 39 0.1625 2.33E-22 1.17552 0.093324
344.661 84.668 3.55E-06 58 73 0.304167 4.64E-07 0.54554 0.101148
270.405 83.6133 1.1E-06 80 96 0.4 9.78E-08 -0.50855 0.088458
695.342 85.9961 7.42E-17 80 97 0.404167 2.32E-19 0.813509 0.072611
258.667 82.2266 4.25E-06 75 96 0.4 3.89E-07 0.544081 0.100124
360.648 83.4375 6.2E-08 88 118 0.491667 3.05E-09 -0.56059 0.086131
300.855 84.6289 5.55E-06 66 82 0.341667 7.8E-07 -0.72217 0.136981
444.83 85.0195 1.73E-06 57 66 0.275 2.11E-07 -0.40239 0.072176
216.622 81.3477 8.07E-09 11 12 0.05 1.58E-10 -1.5738 0.220654
329.086 84.9805 6.94E-07 93 119 0.495833 7.2E-08 -0.59667 0.10256
565.42 85.4883 1.08E-08 82 115 0.479167 6.14E-10 0.60113 0.087772
183.532 82.0117 3.19E-10 37 39 0.1625 3.7E-12 -0.91122 0.115321
213.843 81.3867 8.7E-06 12 14 0.058333 8.13E-07 1.10115 0.209246
340 84.375 2.76E-09 41 46 0.191667 9.44E-11 0.810877 0.112015
338.761 84.8242 3.44E-06 78 102 0.425 4.58E-07 0.377922 0.07003
285.993 83.9062 4.42E-10 78 104 0.433333 9.53E-12 -0.66297 0.085994
174.435 80.6445 3.86E-14 61 71 0.295833 3.47E-17 0.760812 0.074533
312.88 84.4141 3.54E-07 28 30 0.125 2.94E-08 -0.6761 0.112374
107.376 80.5273 2.09E-21 89 116 0.483333 3.22E-26 -0.84442 0.058452
155.111 81.2109 6.15E-11 48 59 0.245833 3.83E-13 -0.77153 0.092309
326.906 84.1016 4.14E-10 70 86 0.358333 9.3E-12 -0.78246 0.101428
696.222 86.8164 1.13E-06 21 21 0.0875 1.72E-07 0.906563 0.161288
660.285 85.918 2.71E-11 46 52 0.216667 6.49E-13 -1.02929 0.124724
265.269 81.25 7.9E-06 78 98 0.408333 7.06E-07 -0.60377 0.114018
349.497 85.5859 3.88E-06 75 87 0.3625 5.92E-07 -0.38934 0.072958
328.909 85.0195 4.68E-06 87 109 0.454167 6.78E-07 -0.56059 0.105671
265.978 82.7734 1.05E-06 60 74 0.308333 7.91E-08 -0.49092 0.084691
290.483 83.6133 2.43E-11 64 81 0.3375 2.75E-13 0.604246 0.071726
175.517 80.5664 3.18E-08 60 71 0.295833 7.02E-10 0.648466 0.095075
990.954 87.4414 5.8E-07 35 37 0.154167 8.97E-08 0.940698 0.163078
410.739 85.7422 2.88E-09 63 74 0.308333 1.4E-10 0.84644 0.118261
167.517 81.1914 5.11E-08 81 101 0.420833 1.46E-09 0.531465 0.079729
396.54 85.5273 6.35E-07 29 32 0.133333 7.15E-08 0.510762 0.087771
165.997 82.168 1.78E-09 48 59 0.245833 3.12E-11 -0.87645 0.117372
670.81 86.5039 8.81E-14 78 99 0.4125 1.05E-15 -0.63969 0.067103
1044.17 88.4961 7.23E-11 33 35 0.145833 4.25E-12 1.14751 0.145749
159.674 78.2422 7.33E-10 60 70 0.291667 3.23E-12 0.76548 0.096543
446.715 87.3438 5.85E-09 22 23 0.095833 4.64E-10 -1.08991 0.157786
316.117 85.9766 2.44E-10 39 43 0.179167 8.47E-12 0.774075 0.100094
255.133 84.6875 5.38E-06 46 53 0.220833 7.58E-07 0.460162 0.087171
366.805 84.8438 1.01E-06 73 92 0.383333 1.09E-07 0.652134 0.113937
210.938 81.9531 1.04E-08 33 33 0.1375 2.5E-10 1.07208 0.152344
191.034 80.293 1.74E-21 60 78 0.325 2.17E-26 -0.92185 0.063446
439.392 85 2.86E-06 87 111 0.4625 3.8E-07 0.549467 0.101009
110.695 78.5938 1.2E-06 45 57 0.2375 4.24E-08 -0.53091 0.089445
676.182 87.4805 3.59E-10 53 59 0.245833 1.99E-11 0.817842 0.108188
218.97 81.6992 1.77E-06 79 98 0.408333 1.23E-07 0.661301 0.116077
352.553 85.2734 2.5E-07 73 92 0.383333 2.3E-08 0.516051 0.085003
211.249 82.4219 7.09E-07 33 33 0.1375 4.63E-08 0.830911 0.140443
109.494 80.2734 5.23E-11 37 38 0.158333 2.29E-13 -1.04408 0.123393
417.221 85.8984 1.21E-06 86 116 0.483333 1.61E-07 -0.60435 0.107213
170.451 81.4062 1.96E-09 50 58 0.241667 2.83E-11 -0.64562 0.08623
472.742 84.3359 1.75E-06 35 38 0.158333 1.91E-07 0.799564 0.142846
107.404 79.6094 2.99E-07 65 79 0.329167 9.12E-09 0.609648 0.097187
153.78 81.0547 9.8E-07 63 84 0.35 5.3E-08 0.420524 0.071444
139.517 79.5898 4.04E-09 44 56 0.233333 4.17E-11 -0.7673 0.103583
222.554 84.2578 9.33E-08 41 48 0.2 5.91E-09 -0.58985 0.092645
227.86 84.7656 4.34E-06 76 102 0.425 5.96E-07 0.448683 0.084101
231.223 84.6094 1.78E-06 35 41 0.170833 2.04E-07 0.507746 0.090958
518.124 85.8008 1.92E-07 74 93 0.3875 1.87E-08 -0.52168 0.085293
276.603 81.1133 7.46E-06 15 17 0.070833 6.44E-07 1.08012 0.20315
560.893 86.6211 2.04E-11 71 80 0.333333 5.81E-13 0.851523 0.102906
363.528 82.2266 6.65E-12 51 59 0.245833 3.6E-14 0.58965 0.066775
474.13 85.8594 3.83E-06 37 42 0.175 6.1E-07 -0.59841 0.112276
244.454 83.6914 1.84E-06 85 106 0.441667 1.82E-07 -0.61631 0.10989
389.252 85.5664 1.16E-22 45 51 0.2125 3.15E-26 -1.19129 0.082437
292.582 83.6133 6.56E-16 60 74 0.308333 9.68E-19 0.818434 0.074958
444.843 86.2305 8.39E-07 79 97 0.404167 1.12E-07 0.578065 0.101071
233.205 83.7695 5.76E-29 60 69 0.2875 2.79E-34 -1.06719 0.057302
153.378 83.8867 2.27E-06 79 108 0.45 2.42E-07 0.401805 0.072483
353.464 85.7617 2.13E-07 29 29 0.120833 2.1E-08 0.613382 0.1007
96.8239 78.0664 5.91E-07 25 27 0.1125 1.55E-08 -0.45293 0.073552
186.574 82.5781 1.64E-07 20 20 0.083333 8.15E-09 1.19477 0.18973
221.95 83.7305 9.13E-08 67 77 0.320833 5.16E-09 0.749323 0.117152
292.594 83.75 5.53E-07 66 82 0.341667 4.4E-08 0.706119 0.119127
332.766 83.2617 4.41E-08 71 91 0.379167 1.96E-09 -0.57334 0.086822
358.776 85.5859 1.65E-12 39 44 0.183333 2.24E-14 1.03896 0.116409
141.707 82.0703 1.13E-05 69 86 0.358333 1.24E-06 -0.40861 0.079144
69.3333 83.9648 1.35E-05 35 40 0.166667 2.02E-06 0.71131 0.140946
478.061 86.6406 1.62E-06 81 102 0.425 2.55E-07 0.618954 0.111894
273.128 79.9609 1.9E-10 28 31 0.129167 1.03E-12 0.908329 0.111316
601.956 86.6992 3.38E-07 82 108 0.45 4.25E-08 0.516866 0.087085
250.443 83.4766 6.48E-07 64 72 0.3 5.05E-08 -0.62737 0.106393
190.412 83.7891 4.97E-16 20 20 0.083333 7.57E-19 1.65172 0.1506
294.24 83.6328 1.27E-27 58 72 0.3 9.98E-33 1.16132 0.065318
221.51 83.9062 2.26E-06 47 56 0.233333 2.41E-07 -0.41994 0.075744
315.86 83.4961 5.39E-15 41 47 0.195833 1.14E-17 -1.08705 0.10423
246.546 81.0156 2.08E-08 84 106 0.441667 4.64E-10 0.648002 0.09381
446.381 86.6016 1.15E-08 74 99 0.4125 8.49E-10 -0.46235 0.068189
365.852 85.3125 4.5E-12 77 94 0.391667 6.6E-14 0.813088 0.093352
190.455 82.7344 2.82E-17 83 108 0.45 1.42E-20 0.930282 0.079086
200.13 84.2188 4.29E-06 55 59 0.245833 5.41E-07 -0.47988 0.089571
415.406 85.1367 8.26E-12 56 64 0.266667 1.27E-13 0.539599 0.062893
221.901 83.0078 8.45E-19 61 70 0.291667 2.42E-22 0.911987 0.072445
93.3545 81.6797 1.29E-05 34 39 0.1625 1.37E-06 0.874506 0.170157
166.988 81.4648 7.51E-06 77 97 0.404167 6.87E-07 -0.50758 0.095735
114.492 79.0625 1.48E-05 16 16 0.066667 1.09E-06 1.0764 0.207241
147.255 79.9609 5.08E-06 53 70 0.291667 3.32E-07 0.553954 0.101261
412.039 85.8398 4.24E-08 60 76 0.316667 3.26E-09 0.697006 0.107325
548.374 87.1289 1.37E-08 90 117 0.4875 1.17E-09 0.740486 0.110309
245.641 82.4023 5.32E-06 67 84 0.35 5.25E-07 -0.50243 0.093659
305.282 85.5273 1.27E-07 57 58 0.241667 1.1E-08 -0.93438 0.149906
372.988 84.8438 3.61E-06 43 50 0.208333 4.86E-07 0.621886 0.115535
427.631 85.7227 2.91E-09 84 110 0.458333 1.42E-10 -0.81537 0.113954
311.932 83.457 9.08E-08 19 21 0.0875 4.83E-09 0.908382 0.14171
103.6 82.0117 7.82E-06 38 41 0.170833 7.87E-07 -0.69072 0.131065
434.034 85.7812 7.41E-07 19 22 0.091667 8.94E-08 0.82208 0.142496
18.5534 87.8711 4.89E-06 34 39 0.1625 1.08E-06 0.875348 0.168489
371.423 84.9023 1.94E-09 41 47 0.195833 7.16E-11 0.883164 0.121043
152.677 82.7734 6.57E-07 89 119 0.495833 4.51E-08 0.431016 0.072781
308.879 83.7109 1.01E-10 86 110 0.458333 1.56E-12 -0.79705 0.098692
94.0705 80.4492 5.68E-06 56 69 0.2875 4.14E-07 -0.45407 0.083781
145.962 82.0508 1.02E-05 69 78 0.325 1.09E-06 0.455849 0.087786
287.811 84.0039 9.67E-29 24 24 0.1 6.38E-34 -1.08707 0.058994
494.926 86.1328 2.07E-09 44 52 0.216667 1.05E-10 -0.80127 0.111031
131.703 81.4453 7.83E-06 53 62 0.258333 7.21E-07 0.599941 0.113395
473.371 82.3047 1.06E-06 23 25 0.104167 7.4E-08 -0.84387 0.145208
402.858 84.8828 1.08E-08 64 81 0.3375 5.34E-10 -0.64996 0.094499
338.953 85.625 5.11E-16 47 52 0.216667 1.84E-18 1.13947 0.105598
380.716 85.2539 5.1E-21 72 93 0.3875 2.15E-24 -0.98979 0.07298
645.371 85.5078 8.26E-10 32 37 0.154167 3.08E-11 -0.93047 0.12457
200.222 81.2305 2.88E-06 15 15 0.0625 2.05E-07 0.898676 0.161025
535.545 86.2305 9.83E-08 85 110 0.458333 9.37E-09 0.548696 0.087553
745.352 88.2812 3.59E-07 71 93 0.3875 6E-08 -0.38463 0.065656
18.3613 86.2305 2.54E-14 35 40 0.166667 2.23E-16 1.26641 0.128716
679.376 86.4258 2.55E-11 29 33 0.1375 7.09E-13 1.08664 0.131957
516.466 85.293 1E-25 70 79 0.329167 6.72E-30 1.06309 0.06525
17.737 84.9219 2.92E-08 26 31 0.129167 1.73E-09 0.925604 0.139618
246.948 81.5039 9.47E-09 62 76 0.316667 2E-10 0.728523 0.102845
304.855 84.0234 2.06E-13 57 71 0.295833 1.09E-15 0.700204 0.073516
99.1342 84.1211 1.5E-08 34 39 0.1625 6.59E-10 1.0217 0.149508
203.331 82.3438 5.94E-06 75 97 0.404167 5.95E-07 0.50932 0.095456
207.704 82.5195 9.13E-13 48 58 0.241667 3.63E-15 -0.74732 0.080474
288.678 84.043 5.17E-11 24 24 0.1 7.75E-13 -1.18581 0.144315
208.405 81.3281 9.86E-08 63 74 0.308333 3.36E-09 -0.51171 0.078872
171.042 81.5625 5.19E-10 23 23 0.095833 5.83E-12 -1.04793 0.134193
590.138 87.7344 6.97E-07 36 38 0.158333 1.16E-07 -0.48296 0.084578
202.279 81.5039 1.33E-09 58 67 0.279167 1.82E-11 -0.67868 0.089565
263.419 83.0078 1.23E-07 25 25 0.104167 6.3E-09 -0.69997 0.110179
13.3274 86.7578 2.54E-10 35 40 0.166667 1.1E-11 1.00849 0.131323
288.404 83.1836 1.11E-07 58 73 0.304167 5.78E-09 0.41762 0.065543
152.765 83.2422 6.31E-08 59 69 0.2875 2.99E-09 -0.77397 0.11883
460.795 85.6445 5.17E-10 44 55 0.229167 1.85E-11 0.763278 0.100781
246.215 83.9062 2.23E-21 42 49 0.204167 3.43E-25 1.07412 0.07702
161.976 76.5039 5.27E-06 60 69 0.2875 1.88E-07 -0.50778 0.090669
603.666 84.7461 7.16E-08 73 91 0.379167 4.78E-09 0.765432 0.11937
104.649 81.4453 6.83E-08 45 49 0.204167 2.2E-09 0.908403 0.138093
412.335 86.2695 9.89E-09 80 110 0.458333 6.65E-10 0.652392 0.095489
268.638 81.6992 5.68E-07 42 44 0.183333 3.08E-08 -0.60353 0.100483
287.022 82.7539 5.54E-10 79 102 0.425 8.97E-12 0.725756 0.09399
669.926 85.8203 4.44E-09 50 58 0.241667 2.36E-10 0.857304 0.121628
211.399 81.9922 6.26E-16 72 94 0.391667 4.17E-19 1.02065 0.092062
266.95 79.4922 1.01E-06 73 94 0.391667 4.06E-08 -0.30637 0.051533
231.064 81.1914 4.82E-07 53 59 0.245833 2.28E-08 0.450343 0.074159
98.9372 81.7188 1.5E-06 55 65 0.270833 1.01E-07 -0.45029 0.078415
287.684 83.6328 1E-07 67 83 0.345833 5.64E-09 -0.81363 0.12759
181.009 84.4141 2.86E-06 74 89 0.370833 3.46E-07 0.609747 0.111644
248.681 81.9531 2.69E-07 68 91 0.379167 1.31E-08 -0.43683 0.070521
397.635 85.2734 1.06E-06 77 93 0.3875 1.25E-07 0.575283 0.101038
18.0293 86.5234 6.36E-09 35 40 0.166667 4.23E-10 0.996549 0.143868
67.6761 79.6094 1.62E-08 57 72 0.3 2.39E-10 0.692005 0.098205
392.816 85.918 2.43E-08 35 38 0.158333 1.74E-09 -0.95832 0.14457
510.65 86.0547 1.3E-19 71 80 0.333333 1.5E-22 1.16047 0.09148
550.232 86.6211 1.77E-14 69 78 0.325 1.72E-16 0.892395 0.090229
260.37 83.7891 6.56E-09 73 97 0.404167 2.28E-10 0.446998 0.063348
319.973 84.082 5.63E-08 79 104 0.433333 3.13E-09 -0.74403 0.114407
307.934 83.9844 1.16E-07 19 21 0.0875 7.22E-09 -0.53432 0.084496
22.2283 82.5391 1.2E-06 39 44 0.183333 8.89E-08 -0.60716 0.105219
333.832 85.1367 3.53E-23 86 110 0.458333 5.82E-27 -1.10798 0.074805
517.928 87.4609 1.89E-06 40 45 0.1875 3.45E-07 -0.66946 0.122566
300.081 83.4766 3.63E-06 15 15 0.0625 3.95E-07 1.27738 0.23521
350.579 84.707 2.7E-06 14 15 0.0625 3.38E-07 0.992899 0.181631
395.309 87.3242 7.73E-11 89 112 0.466667 3.3E-12 0.785364 0.099104
310.773 85.8398 2.26E-07 48 53 0.220833 2.28E-08 0.557281 0.09176
446.279 84.0039 2.07E-13 54 59 0.245833 1.09E-15 0.723621 0.075969
307.359 85.4883 3.35E-06 75 94 0.391667 4.92E-07 0.611663 0.113696
531.799 86.8164 2.08E-08 76 97 0.404167 1.77E-09 0.659624 0.099568
482.119 85.7617 2.32E-06 27 27 0.1125 3.35E-07 -0.54013 0.098765
420.774 84.5312 3.59E-26 24 26 0.108333 1.11E-30 -1.66712 0.099843
448.919 86.1719 3.66E-06 43 49 0.204167 6.05E-07 0.592456 0.111121
536.107 84.7461 3.38E-07 83 112 0.466667 2.97E-08 -0.57051 0.094854
640.047 85.2539 5.07E-09 29 33 0.1375 2.41E-10 0.835211 0.118554
377.893 84.5312 3.07E-10 51 62 0.258333 7.39E-12 -0.82795 0.106679
563.29 85.0977 3.33E-13 72 90 0.375 2.89E-15 0.73256 0.078505
280.034 83.7305 5.32E-07 41 46 0.191667 4.19E-08 -0.44835 0.075499
535.345 85.8789 1.25E-06 40 44 0.183333 1.67E-07 -0.74731 0.132773
192.652 84.082 1.13E-11 19 19 0.079167 1.29E-13 1.49268 0.174059
280.864 82.3047 9.23E-14 48 59 0.245833 2.08E-16 -0.63313 0.064254
307.202 84.9805 1.75E-10 76 89 0.370833 4.34E-12 0.828229 0.105248
280.464 83.418 3.41E-06 75 89 0.370833 3.63E-07 0.402653 0.073881
613.145 87.4219 5.83E-09 90 117 0.4875 4.71E-10 0.741573 0.107403
283.746 85 8.88E-16 44 50 0.208333 2.64E-18 1.0424 0.097251
347.593 84.2773 3.7E-07 45 54 0.225 3.02E-08 -0.72712 0.120964
289.151 83.0859 5.51E-12 51 62 0.258333 3.9E-14 -0.62258 0.070629
274.098 81.8164 2.37E-10 48 59 0.245833 2.43E-12 -0.76617 0.095929
468.597 88.1445 4.7E-15 74 99 0.4125 6.96E-17 -0.60358 0.05994
289.615 83.3008 1.01E-07 89 115 0.479167 5.29E-09 -0.72108 0.112836
315.281 84.5117 2.6E-09 62 75 0.3125 9.15E-11 -0.56915 0.078551
293.858 82.9883 5.55E-07 89 115 0.479167 3.84E-08 -0.62717 0.105266
71.871 81.875 3.63E-09 74 95 0.395833 6.84E-11 -0.45019 0.061623
291.303 83.3398 2.45E-10 35 38 0.158333 4E-12 -0.8558 0.108529
358.529 86.1328 4.98E-16 86 110 0.458333 2.25E-18 -0.75157 0.069908
353.575 85.4102 5.08E-14 32 38 0.158333 3.62E-16 -0.53258 0.05466
190.444 82.8711 4.84E-06 67 78 0.325 5.05E-07 0.387888 0.072182
319.979 83.9258 3.34E-06 89 119 0.495833 3.83E-07 0.505324 0.092931
336.577 84.3555 4.51E-08 70 85 0.354167 2.55E-09 -0.47692 0.072846
141.966 80.0977 1.21E-06 76 95 0.395833 5.76E-08 0.50937 0.086812
208.226 83.2617 1.72E-09 78 105 0.4375 4.02E-11 -0.67685 0.09128
217.684 84.1602 1.57E-07 58 65 0.270833 1.07E-08 -0.67691 0.108503
187.451 83.0078 9.16E-09 59 71 0.295833 2.8E-10 0.79383 0.113189
173.816 83.5547 1.81E-10 76 94 0.391667 2.97E-12 0.731075 0.092003
221.725 83.1836 3.24E-06 16 16 0.066667 3.28E-07 1.19488 0.218295
249.125 84.2969 6.1E-24 70 86 0.358333 4.06E-28 -1.00678 0.065428
409.04 85.8203 2.81E-06 10 12 0.05 4.23E-07 0.695578 0.128463
447.561 86.4648 4.82E-15 65 84 0.35 3.6E-17 -0.82037 0.080423
295.144 85.3125 1.15E-12 51 61 0.254167 1.34E-14 -0.77773 0.086157
117.05 70.9961 7.33E-08 20 21 0.0875 1.61E-10 -1.07088 0.150221
70.0382 75 2.05E-08 52 59 0.245833 9.14E-11 -0.51069 0.070479
241.733 81.9531 7.15E-06 50 58 0.241667 6.99E-07 0.63124 0.119153
515.101 88.0859 3.2E-06 25 27 0.1125 6.91E-07 0.798698 0.150682
312.015 82.6953 2.22E-09 73 98 0.408333 4.71E-11 0.74418 0.100802
237.17 82.8906 6.43E-06 74 88 0.366667 7.13E-07 0.396152 0.074839
70.474 76.4258 2.3E-13 86 106 0.441667 4.84E-17 -0.75583 0.074526
395.024 87.0703 1.11E-09 81 103 0.429167 6.5E-11 -0.44087 0.060259
295.333 83.8867 3.41E-10 62 76 0.316667 6.96E-12 0.744517 0.095777
69.5973 76.3086 6.96E-11 84 115 0.479167 7.95E-14 -0.82419 0.095033
285.544 82.5586 8.29E-10 36 43 0.179167 1.38E-11 0.625066 0.081877
522.021 85.5469 3.65E-08 60 70 0.291667 2.58E-09 0.452794 0.069185
593.792 88.6719 8.53E-07 72 83 0.345833 1.7E-07 0.527921 0.09387
255.571 74.375 8.33E-08 69 84 0.35 4.97E-10 -0.6597 0.095702
443.284 84.9219 5.41E-12 57 72 0.3 7.18E-14 0.594836 0.068427
243.819 77.4609 7.9E-13 59 66 0.275 3.82E-16 0.910013 0.0935
430.08 84.0625 4.52E-07 59 75 0.3125 3.68E-08 -0.312 0.052286
417.227 87.2656 3.08E-08 41 41 0.170833 3.04E-09 0.975239 0.149821
445.629 85.0391 9.58E-10 17 19 0.079167 3.24E-11 -0.93532 0.125386
465.611 85.7812 2.15E-06 75 96 0.4 3.07E-07 0.301373 0.05491
329.868 84.2969 9.05E-17 84 114 0.475 1.28E-19 0.697954 0.061643
379.585 84.1016 4.68E-07 16 18 0.075 3.86E-08 -0.90777 0.152392
412.283 84.5508 1.87E-09 66 78 0.325 6.26E-11 0.483129 0.065965
201.766 83.6523 5.47E-06 76 94 0.391667 6.61E-07 0.334106 0.062908
228.489 83.2227 6.33E-06 37 38 0.158333 7.35E-07 0.609517 0.115309
208.138 82.1484 2.42E-06 83 106 0.441667 1.95E-07 -0.37019 0.066189
221.176 81.7188 7.2E-07 45 56 0.233333 4.13E-08 -0.6903 0.116176
241.771 82.168 5.22E-07 86 115 0.479167 3.04E-08 -0.52733 0.087755
241.316 81.3477 2.26E-06 38 41 0.170833 1.55E-07 0.498103 0.088246
272.855 83.7305 2.89E-07 89 118 0.491667 2.03E-08 -0.44001 0.072155
391.196 86.7773 1.22E-06 79 94 0.391667 1.87E-07 0.447239 0.079838
259.634 82.2656 2.92E-07 76 101 0.420833 1.54E-08 0.542862 0.088139
257.589 78.3008 1.09E-12 47 49 0.204167 8.25E-16 1.13156 0.118116
216.428 73.5156 2.22E-15 83 106 0.441667 2.14E-20 -0.7705 0.065964
209.462 73.6523 5.16E-15 64 73 0.304167 7.31E-20 1.15897 0.101356
204.89 74.9805 6.69E-11 65 76 0.316667 4.55E-14 0.825974 0.094033
186.296 74.5703 4.49E-08 50 56 0.233333 2.29E-10 0.868461 0.123102
109.258 72.6562 6.17E-08 91 108 0.45 2.06E-10 -0.73619 0.104017
117.824 74.2578 1.98E-10 78 88 0.366667 1.47E-13 0.889227 0.104002
93.3684 71.9336 1.06E-07 59 66 0.275 3.5E-10 -0.70592 0.101332
416.885 82.7734 9.1E-10 33 36 0.15 1.64E-11 0.617867 0.08131
531.689 86.2109 2.57E-06 44 50 0.208333 4.04E-07 0.610269 0.112487
509.054 85.0781 6.97E-07 48 51 0.2125 7.36E-08 0.460752 0.079266
195.481 75.0586 3.22E-06 77 96 0.4 7.49E-08 -0.59029 0.101619
248.117 84.3164 4.47E-16 72 87 0.3625 8.58E-19 0.858711 0.078473
374.392 86.9531 2.52E-12 74 87 0.3625 5.83E-14 0.815347 0.093347
442.908 85.4688 3.32E-06 22 22 0.091667 4.86E-07 -0.92958 0.172703
233.894 82.6367 3.99E-09 66 82 0.341667 9.38E-11 0.559616 0.07729
68.3375 74.3359 3.86E-06 64 74 0.308333 8.25E-08 0.652099 0.112677
136.273 83.3203 2.92E-06 87 110 0.458333 2.97E-07 -0.54283 0.098762
411.786 86.1328 3.86E-09 76 112 0.466667 2.17E-10 0.484054 0.068497
70.4299 74.7656 1.21E-13 86 111 0.4625 9.19E-18 -0.92905 0.088724
524.331 84.5508 1.07E-08 83 101 0.420833 4.9E-10 0.681525 0.09883
433.823 84.8242 1.8E-19 72 95 0.395833 1.09E-22 -0.79321 0.062205
419.856 84.2188 2E-18 77 105 0.4375 1.34E-21 -0.81832 0.066851
371.084 81.8945 1.42E-10 72 95 0.395833 1.34E-12 -0.67425 0.083167
483.762 88.6914 7.77E-18 90 117 0.4875 6.38E-20 0.910691 0.079454
129.064 74.7266 1.68E-07 18 19 0.079167 1.39E-09 1.63583 0.245007
157.634 80.7227 1.11E-17 87 119 0.495833 1.5E-21 -0.64622 0.052895
519.831 84.2383 1.11E-12 76 104 0.433333 8.76E-15 0.887595 0.097413
209.726 74.3555 2.93E-09 18 19 0.079167 5.63E-12 -1.45863 0.18661
528.631 85.0781 1.29E-06 55 71 0.295833 1.51E-07 -0.65432 0.115794
363.235 83.75 1.92E-10 54 64 0.266667 3.36E-12 0.659252 0.083232
452.95 84.4141 8.53E-08 79 104 0.433333 5.49E-09 0.640541 0.100355
330.418 79.2969 2.67E-08 72 95 0.395833 4.11E-10 -0.54876 0.07915
389.801 83.6133 2.59E-08 65 77 0.320833 1.12E-09 -0.73589 0.109483
141.262 78.8281 4.37E-11 35 36 0.15 1.1E-13 -1.15456 0.134131
286.839 78.8281 5.41E-08 12 12 0.05 8.9E-10 1.80092 0.265993
195.125 73.457 4.89E-13 65 80 0.333333 3.15E-17 -0.76364 0.07467
244.13 74.4336 8.69E-08 19 19 0.079167 5.34E-10 1.39661 0.20305
365.3 85.3125 1.51E-06 38 45 0.1875 1.89E-07 0.782416 0.139723
121.526 74.3359 7.96E-12 63 72 0.3 2.04E-15 0.888324 0.094494
232.549 84.5312 9.47E-07 90 116 0.483333 9.59E-08 0.574413 0.099837
295.115 77.2266 6.22E-06 12 12 0.05 2.66E-07 1.47279 0.266743
71.8314 75.5078 1.28E-11 48 53 0.220833 6.29E-15 -0.89056 0.097038
179.215 74.3164 1.17E-19 48 52 0.216667 6.19E-26 -1.31862 0.092163
248.049 77.2852 1.72E-08 51 59 0.245833 1.38E-10 0.637379 0.08901
389.454 82.4805 7.69E-09 68 86 0.358333 1.99E-10 -0.6446 0.090988
156.992 83.3984 3.8E-15 63 78 0.325 7.15E-18 0.764719 0.072684
261.67 77.4609 2.39E-08 20 20 0.083333 2.22E-10 -1.1841 0.167674
177.536 74.4141 8.71E-08 46 51 0.2125 5.33E-10 0.580346 0.08437
118.021 73.0469 1.14E-06 61 66 0.275 1.2E-08 0.633126 0.101909
421.259 84.1406 5.8E-11 72 95 0.395833 9.16E-13 -0.69991 0.085531
453.855 84.9219 1.35E-09 50 58 0.241667 4.68E-11 -0.76412 0.103487
155.247 81.0156 1.98E-08 13 13 0.054167 4.37E-10 -1.50712 0.217781
119.533 74.2969 7.83E-06 52 63 0.2625 2.1E-07 -0.64518 0.115718
444.236 85.4883 8.65E-07 72 84 0.35 1.02E-07 0.49717 0.086615
208.411 73.5156 1.45E-06 18 18 0.075 1.86E-08 1.13079 0.184857
172.308 73.0469 4.13E-07 80 95 0.395833 3.05E-09 -0.6267 0.096283
466.718 86.3086 6.2E-07 80 105 0.4375 7.98E-08 0.591591 0.10209
201.234 73.4375 5.84E-09 18 19 0.079167 1.05E-11 -1.39715 0.181712
207.253 73.0664 2.03E-11 64 73 0.304167 4.16E-15 1.01157 0.109251
202.708 72.7734 5.65E-14 63 72 0.3 1.16E-18 1.08822 0.100002
171.904 74.2383 4.08E-08 77 94 0.391667 1.84E-10 -0.41399 0.058303
417.765 86.3086 1.13E-06 60 73 0.304167 1.59E-07 0.601384 0.106649
339.762 80.3906 1.48E-13 15 15 0.0625 1.64E-16 -2.02458 0.204499
561.009 86.2109 2.78E-09 87 115 0.479167 1.51E-10 0.770701 0.107915
371.864 83.0664 5.21E-07 9 12 0.05 3.61E-08 -0.8809 0.147514
203.096 73.0273 9.82E-07 35 37 0.154167 9.85E-09 0.676191 0.108082
392.748 85.4297 3.4E-06 22 23 0.095833 4.97E-07 -0.7794 0.144939
484.691 85.5469 1.29E-07 66 86 0.358333 1.12E-08 -0.74035 0.118865
195.235 73.4766 4.14E-10 59 71 0.295833 2.97E-13 -0.58703 0.069805
426.149 85.6641 2.21E-07 74 99 0.4125 2.14E-08 -0.53633 0.088118
343.457 79.5703 1E-07 64 82 0.341667 2.3E-09 0.685758 0.104388
372.696 83.1055 4.52E-06 44 52 0.216667 4.82E-07 0.604394 0.11225
202.64 72.8711 2.77E-08 65 74 0.308333 7.32E-11 0.848063 0.116307
543.951 85.0781 1.69E-06 36 40 0.166667 2.07E-07 -0.6512 0.116722
254.028 76.6211 3.03E-08 20 20 0.083333 2.4E-10 -1.12436 0.159578
328.437 78.7891 4.86E-14 15 15 0.0625 1.98E-17 -1.92526 0.186577
292.318 84.2969 1.71E-06 52 63 0.2625 1.85E-07 0.383362 0.068395
183.071 79.2578 1.21E-05 32 34 0.141667 8.73E-07 -0.6868 0.130928
319.311 84.7461 8.58E-09 83 109 0.454167 3.95E-10 0.669312 0.096425
361.741 81.2305 1.76E-14 15 15 0.0625 1.71E-17 -1.83108 0.176958
332.878 83.9648 1.56E-06 17 19 0.079167 1.56E-07 -0.8777 0.155545
563.106 88.1445 6.16E-09 68 81 0.3375 5.91E-10 0.818346 0.119346
266.31 75.5273 8.64E-11 15 15 0.0625 7.87E-14 -1.54881 0.178543
68.309 76.3477 2.48E-05 81 107 0.445833 1.37E-06 -0.5955 0.115874
172.554 74.7461 1.36E-11 79 96 0.4 4.99E-15 -0.73641 0.079841
176.832 71.6016 2.24E-06 22 23 0.095833 2.19E-08 -0.76228 0.125348
231.714 73.3789 1.41E-10 38 42 0.175 6.65E-14 -0.91792 0.105409
374.302 83.1445 2.6E-08 77 106 0.441667 1.01E-09 0.413653 0.061338
197.171 78.0078 1.61E-06 59 69 0.2875 5.47E-08 0.541659 0.09213
176.16 71.2109 3.61E-06 28 28 0.116667 3.9E-08 -0.89618 0.150504
252.084 77.3633 5.24E-10 51 60 0.25 1.58E-12 0.645745 0.079983
187.967 81.6016 3.28E-06 38 43 0.179167 2.56E-07 0.461219 0.083399
254.249 85.1953 1.02E-06 14 15 0.0625 1.18E-07 -1.1372 0.199268
332.861 79.668 4.93E-08 57 61 0.254167 9.73E-10 -0.76468 0.113256
321.272 84.7266 1.92E-07 49 58 0.241667 1.52E-08 0.351177 0.056999
104.164 73.3594 1.37E-11 22 22 0.091667 2.76E-15 -1.20695 0.129218
118.344 73.6523 3.53E-06 63 72 0.3 6.36E-08 0.601175 0.102847
143.177 79.2188 9.99E-06 13 14 0.058333 6.83E-07 -1.18374 0.223207
119.824 74.0039 1.49E-18 60 68 0.283333 1.51E-24 1.16535 0.085466
334.108 79.375 1.31E-12 15 15 0.0625 1.63E-15 -1.858 0.196703
163.442 72.5586 8.42E-08 48 52 0.216667 3.06E-10 -0.78391 0.112069
440.22 84.707 1.29E-08 53 66 0.275 6.31E-10 0.496706 0.072585
227.249 85.0195 1.86E-11 15 16 0.066667 3.16E-13 -1.72486 0.205416
200.462 82.5781 2.8E-10 82 106 0.441667 3.75E-12 -0.63339 0.080186
71.2772 75.3906 9.31E-07 20 21 0.0875 1.56E-08 0.785326 0.127581
365.37 84.4336 1.43E-12 52 56 0.233333 1.26E-14 0.993627 0.109928
238.914 84.6289 1.45E-06 84 106 0.441667 1.62E-07 0.345501 0.061308
213.037 82.168 9.71E-09 33 35 0.145833 2.44E-10 0.960207 0.13635
275.878 83.9258 2.12E-06 70 87 0.3625 2.24E-07 0.389774 0.070094
357.026 85.4883 1.95E-06 59 68 0.283333 2.63E-07 0.636194 0.115158
453.252 84.4727 7.52E-10 32 35 0.145833 2.09E-11 -1.07231 0.142043
347.117 84.375 2.53E-06 33 34 0.141667 2.98E-07 0.820872 0.149365
158.292 69.9023 9.3E-06 81 108 0.45 1.11E-07 0.427558 0.074745
96.5203 76.4844 3.93E-11 23 23 0.095833 4.03E-14 0.807971 0.09173
173.92 80.625 9.45E-09 21 22 0.091667 1.59E-10 1.11162 0.155881
117.712 78.5938 9.71E-21 91 117 0.4875 5.59E-26 1.04057 0.07262
498.479 86.8945 7.87E-07 74 86 0.358333 1.16E-07 -0.6536 0.114454
440.653 85.1758 2.18E-17 78 103 0.429167 3.71E-20 1.00435 0.0868
384.601 84.4141 3.94E-07 22 22 0.091667 3.34E-08 -1.04986 0.175314
165.586 82.0312 6.77E-07 12 12 0.05 4.07E-08 0.518544 0.087225
173.929 73.8672 1.51E-06 19 21 0.0875 2.13E-08 0.334786 0.054997
491.183 84.5312 5.13E-10 81 107 0.445833 1.35E-11 -0.73058 0.095652
406.24 82.6172 2.54E-06 76 106 0.441667 2.23E-07 -0.52327 0.094079
160.873 80.9961 2.74E-09 53 64 0.266667 3.81E-11 0.498795 0.067167
527.224 86.0547 1.16E-08 83 105 0.4375 7.63E-10 0.77427 0.113813
192.859 72.5391 7.19E-06 39 42 0.175 1.33E-07 -0.91206 0.160593
208.053 82.4023 7.72E-14 83 105 0.4375 1.74E-16 0.780185 0.078901
442.827 85.4883 4.97E-16 77 105 0.4375 1.67E-18 -0.83645 0.077381
53.5668 79.043 3.46E-06 65 79 0.329167 1.75E-07 0.493636 0.087876
424.388 84.7656 1.86E-09 30 32 0.133333 6.59E-11 0.845029 0.115547
362.175 84.1406 4.45E-06 51 55 0.229167 5.58E-07 -0.5488 0.102572
350.71 84.6484 1.79E-07 63 78 0.325 1.38E-08 0.416276 0.067323
317.229 84.668 7.82E-07 36 43 0.179167 7.84E-08 0.744298 0.128358
210.463 82.2852 1.41E-09 79 100 0.416667 2.43E-11 0.480781 0.06395
310.943 78.0469 4.38E-07 89 117 0.4875 1.05E-08 0.644712 0.103291
194.887 79.668 7.64E-06 48 58 0.241667 5.26E-07 0.309635 0.057721
463.245 85.7422 2.85E-06 16 19 0.079167 4.24E-07 0.526509 0.097247
338.306 83.1445 1.21E-06 44 49 0.204167 1E-07 -0.4186 0.072882
193.514 73.9062 2.18E-14 82 108 0.45 5.89E-19 -0.88345 0.080186
67.9986 74.2188 7.43E-07 34 35 0.145833 8.91E-09 0.439969 0.070082
115.864 78.5742 1.1E-05 56 67 0.279167 6.97E-07 0.489222 0.092329
69.0725 76.2695 2.63E-05 57 62 0.258333 1.46E-06 0.500789 0.097727
516.212 86.0156 2.1E-07 78 94 0.391667 2.16E-08 -0.5226 0.085886
112.29 74.043 1.74E-06 15 15 0.0625 2.68E-08 -1.60442 0.265755
156.631 80.7812 9.77E-08 83 107 0.445833 2.94E-09 -0.62221 0.095484
147.003 81.543 1.52E-09 43 46 0.191667 2.16E-11 -0.657 0.087112
377.175 85.5469 1.26E-06 84 110 0.458333 1.59E-07 -0.47996 0.085109
202.75 84.2773 2.81E-10 85 116 0.483333 6.19E-12 0.604385 0.077514
190.618 82.2656 6.12E-06 27 28 0.116667 6.08E-07 -0.639 0.119879
416.849 86.0352 3.65E-06 39 44 0.183333 5.9E-07 -0.73473 0.13766
505.79 85.0781 5.06E-12 81 107 0.445833 6.99E-14 0.745274 0.08568
79.0564 76.6211 3.11E-08 22 24 0.1 2.49E-10 -0.9089 0.129141
202.163 82.832 2.25E-06 46 52 0.216667 2E-07 0.74837 0.13394
446.649 87.207 6.54E-11 91 115 0.479167 2.63E-12 0.547552 0.0687
178.951 85.1953 2.27E-06 80 105 0.4375 2.98E-07 -0.55456 0.100911
174.499 87.8125 6.88E-14 69 76 0.316667 1.29E-15 0.901739 0.095004
145.947 81.6016 9.39E-06 55 66 0.275 9.23E-07 -0.50888 0.09725
262.256 82.2852 2.74E-14 44 50 0.208333 4.72E-17 1.05352 0.10383
260.596 82.1094 2.48E-09 68 90 0.375 4.58E-11 0.654798 0.088629
113.979 81.0742 7.38E-08 68 86 0.358333 2.23E-09 0.736535 0.112005
472.349 86.4844 7.59E-11 91 117 0.4875 2.54E-12 0.921866 0.115554
395.097 85.5469 1.56E-06 79 104 0.433333 2.04E-07 0.3915 0.070128
424.562 83.3008 1.11E-09 89 116 0.483333 2.42E-11 -0.40633 0.054041
532.034 86.8945 7.32E-09 77 93 0.3875 5.42E-10 0.36746 0.053449
266.474 82.3828 6.87E-06 78 110 0.458333 7.13E-07 0.529214 0.099981
407.984 86.7188 3.67E-10 44 51 0.2125 1.67E-11 0.598915 0.078852
370.486 86.6406 2.76E-06 42 46 0.191667 4.7E-07 -0.5274 0.097844
482.234 86.1914 1.05E-08 73 97 0.404167 6.96E-10 0.481557 0.070585
386.683 85.3516 2.06E-09 32 36 0.15 8.6E-11 0.581931 0.080173
382.332 85.4297 2.06E-06 41 47 0.195833 2.77E-07 -0.39106 0.070944
354.929 82.2266 2.9E-06 42 51 0.2125 2.45E-07 0.598897 0.108092
44.4249 77.6953 3.5E-05 18 18 0.075 2.62E-06 -0.93034 0.186676
270.154 82.1289 1.77E-09 45 53 0.220833 3.05E-11 0.882439 0.118105
187.732 83.8477 4.18E-09 33 34 0.141667 1.35E-10 -0.74023 0.103319
80.5509 77.3828 1.57E-08 22 24 0.1 1.26E-10 -0.79122 0.110215
258.916 82.793 4.7E-08 66 84 0.35 1.9E-09 0.732482 0.110812
506.584 84.9805 2.44E-06 10 12 0.05 3.14E-07 0.988998 0.180345
350.208 84.7852 5.03E-07 66 84 0.35 4.76E-08 -0.44617 0.075495
589.178 86.5234 4.9E-11 69 89 0.370833 1.55E-12 -0.55172 0.068304
174.415 84.6289 2.86E-06 88 110 0.458333 3.58E-07 0.544997 0.099935
578.01 85.7031 1.32E-07 24 25 0.104167 1.19E-08 1.06685 0.171637
289.899 82.0117 8.65E-09 74 92 0.383333 2.04E-10 0.774148 0.109349
411.424 83.9453 5.13E-08 32 32 0.133333 2.72E-09 -1.10896 0.169742
81.663 77.8906 7.56E-13 61 77 0.320833 4.35E-16 -0.95234 0.09811
249.263 82.7734 1.04E-06 71 89 0.370833 7.85E-08 0.591209 0.10196
171.28 82.9102 2.2E-06 60 76 0.316667 1.98E-07 0.579405 0.10366
284.71 83.0078 4.1E-08 60 63 0.2625 1.69E-09 -0.51539 0.077684
302.485 84.7266 1.09E-09 73 89 0.370833 3.48E-11 0.715825 0.096149
277.351 84.1211 9.47E-12 79 104 0.433333 1.06E-13 -0.63103 0.073248
374.865 83.5742 2.85E-06 80 107 0.445833 3E-07 0.608348 0.110731
350.694 83.7305 9.04E-11 65 84 0.35 1.37E-12 0.644932 0.079596
258.029 82.7539 1.79E-09 76 100 0.416667 3.68E-11 0.569917 0.076671
305.761 84.5898 3.91E-08 14 14 0.058333 2.27E-09 -1.64537 0.250363
296.733 83.4766 5.83E-06 32 34 0.141667 6.94E-07 -0.62512 0.117955
290.306 81.8359 4.97E-12 74 92 0.383333 2.19E-14 0.699029 0.078287
261.487 82.9492 4.39E-06 69 83 0.345833 4.54E-07 0.596428 0.110485
181.089 83.4766 5.43E-08 27 29 0.120833 2.63E-09 -1.07151 0.163828
332.897 83.8281 2.49E-06 68 85 0.354167 2.66E-07 -0.30309 0.054891
78.5112 76.6211 2.15E-23 63 80 0.333333 4.54E-30 -0.96781 0.059083
140.394 82.3828 1.54E-08 19 20 0.083333 4.49E-10 -1.22987 0.177865
268.358 84.9023 5.38E-08 28 29 0.120833 3.54E-09 -0.79798 0.123201
180.974 80.6836 9.63E-08 69 90 0.375 2.83E-09 -0.73425 0.112532
279.053 83.1445 2.16E-09 46 52 0.216667 5.13E-11 -0.68504 0.093014
418.796 85.8008 1.07E-06 66 81 0.3375 1.38E-07 0.584613 0.103069
364.723 82.6758 7.48E-10 45 46 0.191667 1.26E-11 1.13185 0.1479
280.258 85.332 1.37E-07 82 107 0.445833 1.16E-08 0.466802 0.075032
474.218 83.5938 3.18E-06 67 81 0.3375 3.43E-07 0.425472 0.077877
136.628 81.5234 4.08E-06 16 16 0.066667 3.29E-07 -1.27897 0.233708
226.652 80.332 3.43E-08 41 46 0.191667 7.27E-10 0.888272 0.130374
283.295 84.5508 2.68E-07 86 113 0.470833 2.18E-08 -0.43966 0.072277
286.637 81.6406 1.16E-06 29 30 0.125 7.31E-08 0.86543 0.148842
342.462 84.9219 3.01E-09 23 23 0.095833 1.2E-10 -1.38398 0.192518
298.416 83.8281 1.71E-06 83 103 0.429167 1.7E-07 -0.5433 0.096613
198.349 82.4023 8.71E-16 65 86 0.358333 7.61E-19 -0.9257 0.084411
174.112 84.3359 8.61E-09 42 45 0.1875 3.6E-10 -1.04639 0.150324
147.679 72.207 5.91E-07 20 20 0.083333 4.04E-09 -1.07434 0.166601
131.827 81.4258 8.42E-08 54 68 0.283333 2.83E-09 0.624801 0.09576
341.025 83.0078 7.67E-12 77 98 0.408333 5.64E-14 0.527551 0.060352
186.171 84.0234 1.38E-08 61 76 0.316667 5.86E-10 0.643449 0.093816
58.7157 77.2461 1.43E-14 67 85 0.354167 1.95E-18 -0.78494 0.072818
78.9903 76.8359 3.62E-19 60 76 0.316667 1.7E-24 -1.06866 0.078512
206.148 80.9375 1.07E-05 15 15 0.0625 9.76E-07 1.2683 0.242991
160.571 85.0977 2.14E-16 53 59 0.245833 5.2E-19 -1.11145 0.100653
142.066 80.2539 1.58E-11 51 55 0.229167 5.14E-14 -0.85345 0.097428
272.655 83.2227 1.73E-07 30 33 0.1375 9.96E-09 0.835456 0.133595
85.4595 77.168 1.52E-18 72 89 0.370833 1.37E-23 -1.19729 0.090851
261.203 78.2617 4.79E-09 29 31 0.129167 3.54E-11 0.972145 0.130646
556.088 85.3125 4.9E-14 47 52 0.216667 3.33E-16 -1.02064 0.104576
468.983 82.6758 1.64E-15 85 119 0.495833 1.87E-18 -0.89698 0.083149
95.2002 77.2461 1.71E-05 22 24 0.1 9.82E-07 0.514774 0.098652
72.0338 78.6914 1.56E-05 87 106 0.441667 1.1E-06 -0.39442 0.075973
318.229 85.7227 4.36E-06 47 52 0.216667 6.93E-07 0.432805 0.081661
151.382 82.1875 6.2E-08 39 41 0.170833 2.32E-09 -0.83215 0.126703
267.429 82.7344 4.13E-06 74 99 0.4125 4.08E-07 -0.52201 0.096259
283.449 83.7891 8.61E-07 23 25 0.104167 7.51E-08 0.683625 0.117699
573.596 85.7422 3.38E-17 63 78 0.325 8.22E-20 -1.09569 0.096019
213.485 81.1523 2.69E-17 65 86 0.358333 5.7E-21 -0.97531 0.081634
458.422 84.1992 2.41E-08 81 99 0.4125 1.18E-09 0.817167 0.121752
174.458 84.1602 2.25E-06 69 86 0.358333 2.5E-07 0.583343 0.105382
136.964 80.4688 1.41E-07 51 55 0.229167 4.32E-09 -0.6731 0.104614
81.6247 77.8125 1.31E-10 61 76 0.316667 3.09E-13 -0.74417 0.088581
268.912 84.2969 1.15E-07 50 54 0.225 7.64E-09 0.647305 0.102563
426.964 80.957 4.01E-07 37 41 0.170833 1.74E-08 -0.66587 0.108581
284.715 84.8438 1.91E-07 81 110 0.458333 1.55E-08 0.549198 0.089193
520.717 83.5352 1.48E-06 59 69 0.2875 1.37E-07 0.62189 0.109616
98.9468 78.3594 1.29E-09 54 62 0.258333 6.91E-12 -0.90062 0.11584
297.535 82.1875 1.43E-06 83 114 0.475 1.04E-07 0.57406 0.100094
171.535 83.8867 6.14E-08 22 23 0.095833 3.33E-09 -0.84538 0.130256
324.66 85.1172 1.18E-08 12 12 0.05 6.26E-10 1.60381 0.23431
419.119 83.0078 5.48E-10 26 31 0.129167 9.52E-12 0.874027 0.11337
292.442 82.7148 1.65E-08 29 33 0.1375 5.28E-10 -1.05091 0.15274
287.286 84.2383 3.52E-06 57 64 0.266667 4.3E-07 -0.68894 0.12732
433.506 84.3945 1.42E-21 42 44 0.183333 2.75E-25 -1.16739 0.083432
179.42 83.2031 8.01E-08 82 112 0.466667 3.94E-09 -0.59893 0.0928
250.425 81.9141 1.25E-06 88 116 0.483333 8.4E-08 -0.50125 0.086674
82.7759 75.2539 5.54E-09 79 96 0.4 1.74E-11 -0.83405 0.109945
215.841 79.3555 1.31E-06 21 22 0.091667 5.51E-08 -0.92313 0.157061
422.969 84.1211 7.07E-21 91 117 0.4875 1.56E-24 1.12948 0.082872
232.866 81.2695 1.8E-09 52 54 0.225 2.46E-11 0.517413 0.068842
280.369 83.3789 7.43E-08 31 33 0.1375 3.74E-09 -0.6325 0.097834
304.478 82.207 4.03E-08 49 53 0.220833 1.38E-09 0.656897 0.098374
126.887 78.9844 1.2E-05 82 108 0.45 8.27E-07 0.350099 0.066577
240.567 82.3242 1.57E-06 74 99 0.4125 1.19E-07 -0.50118 0.087841
283.112 84.668 1.43E-06 46 54 0.225 1.6E-07 -0.60311 0.106966
144.808 80.8594 7.97E-07 44 47 0.195833 3.96E-08 -0.61209 0.102861
183.493 83.2617 2.64E-06 86 107 0.445833 2.6E-07 0.578761 0.104718
90.7146 78.0859 2.81E-06 80 93 0.3875 1.13E-07 -0.63669 0.111374
298.781 85.1172 7.76E-07 66 81 0.3375 8.4E-08 -0.58133 0.100522
168.992 73.125 3.24E-06 21 25 0.104167 5.07E-08 -0.78568 0.133256
188.711 81.3281 1.16E-06 81 99 0.4125 6.84E-08 -0.64691 0.110974
141.722 80.9375 1.94E-18 51 55 0.229167 1.97E-22 -1.15291 0.09128
195.277 84.2383 1.8E-09 79 109 0.454167 5.52E-11 -0.6801 0.092532
209.996 82.6758 4.2E-07 68 89 0.370833 2.59E-08 0.379392 0.062761
149.945 81.4844 4.13E-06 50 58 0.241667 3.32E-07 -0.57278 0.104702
251.677 85.6836 7.03E-06 58 70 0.291667 1.2E-06 -0.61527 0.118991
409.575 82.5977 2.61E-15 90 119 0.495833 3.15E-18 -0.92918 0.08697
745.144 87.4023 1.04E-06 25 30 0.125 1.74E-07 0.627004 0.111582
216.284 84.7461 1.65E-10 83 113 0.470833 3.77E-12 -0.74687 0.094569
490.414 83.6133 2.94E-11 43 50 0.208333 3.45E-13 0.865155 0.103251
88.4658 77.6172 2.2E-17 80 96 0.4 5.69E-22 -1.04478 0.084159
313.531 82.0898 1.49E-07 81 99 0.4125 6.55E-09 0.57181 0.090127
202.567 84.0234 1.84E-10 83 113 0.470833 3.48E-12 0.637218 0.08052
198.139 83.5156 6.77E-10 82 112 0.466667 1.42E-11 0.605553 0.079379
196.57 84.7266 1.51E-14 86 118 0.491667 6.56E-17 -0.79414 0.078772
451.263 83.1445 5.63E-07 27 29 0.120833 4.02E-08 -0.9902 0.16649
434.678 85.4297 3.47E-06 68 88 0.366667 5.09E-07 -0.58105 0.10816
227.482 84.0625 5.9E-06 18 18 0.075 7.69E-07 -0.78173 0.148183
371.209 84.4727 3.99E-11 45 51 0.2125 6.53E-13 0.724189 0.087768
202.638 80.9961 1.57E-06 18 18 0.075 9.38E-08 1.07095 0.185982
194.851 85 4.27E-08 83 116 0.483333 2.75E-09 -0.60405 0.092494
213.001 84.7266 4.71E-06 83 113 0.470833 6.52E-07 0.483371 0.090958
148.474 81.582 1.07E-05 51 55 0.229167 1.08E-06 -0.40113 0.077215
214.766 85.2734 1.07E-07 81 107 0.445833 8.56E-09 0.623632 0.0992
208.029 84.3359 5.94E-14 85 116 0.483333 2.82E-16 0.765465 0.078168
276.182 83.2812 1.86E-08 87 105 0.4375 6.97E-10 0.634318 0.092979
386.412 82.9297 9.27E-10 88 114 0.475 1.75E-11 0.838701 0.110569
421.463 83.3398 3.84E-07 32 37 0.154167 2.64E-08 -0.67665 0.112019
186.767 83.2812 1.97E-21 79 108 0.45 1.96E-25 -1.02849 0.073134
213.485 83.8281 1.63E-09 42 46 0.191667 4.39E-11 0.85424 0.115483
81.3817 77.0508 2.93E-07 75 99 0.4125 5.02E-09 0.509214 0.079543
230.266 82.4023 1.43E-10 86 117 0.4875 1.57E-12 -0.43639 0.054045
150.046 83.5547 2.29E-06 42 54 0.225 2.3E-07 0.581997 0.104778
193.069 84.3555 4.97E-19 86 118 0.491667 2.78E-22 -0.97394 0.07754
221.291 86.1914 3.65E-06 85 116 0.483333 6.05E-07 0.517377 0.097036
257.24 83.1836 1.62E-07 85 110 0.458333 9.13E-09 -0.62624 0.099835
145.382 81.1328 8.96E-30 43 46 0.191667 2.43E-36 -1.09729 0.055478
149.717 84.2773 2.82E-08 73 85 0.354167 1.44E-09 -0.74868 0.112267
151.037 82.3633 2.06E-19 51 55 0.229167 2.99E-23 -1.29587 0.099551
180.341 82.9883 1.34E-07 62 69 0.2875 6.99E-09 0.418836 0.066161
223.323 86.1328 1.88E-06 83 113 0.470833 2.79E-07 0.541905 0.098344
199.12 81.6992 2.26E-07 83 109 0.454167 1.01E-08 0.519776 0.083142
219.109 81.3086 1.99E-06 82 108 0.45 1.32E-07 -0.62939 0.110787
547.735 85.6055 9.64E-07 37 42 0.175 1.18E-07 0.567004 0.09935
197.373 81.9141 2.31E-06 62 81 0.3375 1.76E-07 -0.61686 0.109844
310.064 84.1797 1.57E-06 31 33 0.1375 1.64E-07 0.743404 0.131983
340.576 87.4219 2.38E-10 17 18 0.075 1.22E-11 1.32518 0.173034
445.082 85.3906 3.24E-06 58 77 0.320833 4.66E-07 -0.53955 0.100063
87.3476 77.8125 2.03E-09 72 88 0.366667 1.03E-11 -0.67448 0.087677
405.932 83.457 2.62E-06 88 114 0.475 2.67E-07 -0.60339 0.109288
137.585 80.6836 5.09E-07 15 15 0.0625 2.2E-08 0.942045 0.154936
203.799 83.6133 4.94E-08 83 118 0.491667 2.42E-09 0.533569 0.081359
210.545 85.1953 6.85E-08 43 46 0.191667 4.99E-09 -0.89857 0.14033
337.426 84.082 5.29E-07 42 44 0.183333 4.44E-08 -0.77607 0.130973
281.292 84.6484 2.37E-06 26 28 0.116667 2.88E-07 -0.47562 0.08642
366.145 83.5938 1.04E-09 72 85 0.354167 2.41E-11 0.95795 0.127382
373.621 84.5508 6.43E-12 58 65 0.270833 7.76E-14 1.04044 0.119902
394.031 85.7227 3.39E-12 58 66 0.275 5.45E-14 0.987733 0.11291
351.494 83.2227 1.45E-13 58 66 0.275 5.22E-16 0.82231 0.08503
75.9747 75.8203 1.79E-08 73 91 0.379167 9.69E-11 -0.54225 0.074962
254.057 84.1602 7.04E-07 73 87 0.3625 6.33E-08 0.548024 0.093733
188.53 82.5781 1.13E-08 85 117 0.4875 3.24E-10 0.566695 0.081152
82.893 77.1484 5.55E-08 68 87 0.3625 6.03E-10 0.726767 0.106058
322.627 83.3984 6.66E-14 61 77 0.320833 2.21E-16 0.946883 0.096215
593.565 86.2695 1.08E-07 60 74 0.308333 1.06E-08 -0.37125 0.059483
164.264 83.6133 2.92E-17 40 41 0.170833 2.36E-20 -1.15248 0.098826
286.848 85.0977 1.03E-06 53 59 0.245833 1.17E-07 -0.53511 0.093734
433.654 85.1562 2.97E-06 23 24 0.1 4.07E-07 0.939667 0.173247
242.485 82.7734 1.23E-14 73 92 0.383333 2.22E-17 0.80968 0.078635
271.331 83.1641 2.16E-12 83 109 0.454167 1.31E-14 -0.90972 0.100717
51.5327 76.6797 6.78E-13 76 98 0.408333 2.22E-16 0.611851 0.062179
283.487 84.8828 1.04E-06 54 61 0.254167 1.13E-07 -0.61662 0.107877
174.449 82.9688 1.79E-06 62 76 0.316667 1.56E-07 0.566389 0.100351
193.999 85.0195 1.14E-06 36 38 0.158333 1.29E-07 -0.83482 0.146824
83.786 77.793 2.32E-07 22 24 0.1 4.43E-09 -0.65318 0.101601
185.128 85.2539 1.52E-06 48 54 0.225 1.89E-07 0.550673 0.098343
318.239 82.7344 1.61E-10 78 99 0.4125 2.01E-12 0.49341 0.061486
278.06 83.4375 1.29E-14 43 46 0.191667 3.14E-17 0.7057 0.069002
448.39 83.2422 1.18E-07 67 78 0.325 6.29E-09 0.795504 0.125213
410.617 83.1445 1.91E-12 91 117 0.4875 1.12E-14 0.735 0.081095
399.102 82.7344 1.28E-07 88 114 0.475 6.26E-09 -0.72625 0.114294
100.796 79.3555 3.64E-06 84 117 0.4875 1.97E-07 0.511881 0.091566
386.854 83.9844 1.57E-07 23 24 0.1 1.04E-08 0.630408 0.100943
380.968 84.3945 4.12E-12 77 94 0.391667 4.35E-14 -0.84376 0.09596
239.929 85.2148 1.88E-06 33 36 0.15 2.41E-07 0.418399 0.075461
204.714 78.5352 1.33E-09 26 27 0.1125 7.52E-12 1.49756 0.193047
402.791 85.8789 2.55E-12 41 45 0.1875 4.12E-14 -0.95437 0.108405
158.599 81.1914 2.67E-10 73 93 0.3875 2.32E-12 0.567226 0.070937
304.113 79.2188 2.93E-12 19 19 0.079167 4.21E-15 -1.82464 0.197111
267.808 83.2031 6.64E-06 32 33 0.1375 7.77E-07 0.722894 0.13709
249.795 84.4141 1.77E-06 78 105 0.4375 1.97E-07 -0.45956 0.082199
808.91 85.8789 2.09E-06 65 76 0.316667 3.03E-07 -0.57666 0.105009
483.434 84.9023 6.76E-11 79 102 0.425 1.39E-12 0.779245 0.096206
287.006 77.8516 6.82E-08 81 102 0.425 9.38E-10 -0.47444 0.070189
408.39 85.7812 8.63E-11 77 94 0.391667 2.4E-12 0.957901 0.119898
517.011 86.9141 7.65E-07 60 74 0.308333 1.13E-07 -0.5166 0.090359
667.035 85.2734 2.07E-06 64 86 0.358333 2.72E-07 -0.53281 0.096577
304.176 84.5898 7.19E-07 72 97 0.404167 7.01E-08 -0.34899 0.059924
212.725 82.7539 2.52E-11 80 113 0.470833 2.16E-13 -0.72904 0.086048
323.282 84.6094 8.28E-07 36 39 0.1625 8.3E-08 -0.83822 0.144872
260.74 81.9141 7.41E-16 45 51 0.2125 4.92E-19 0.862904 0.078067
272.837 83.3008 1.25E-10 53 63 0.2625 1.76E-12 -0.6474 0.080408
287.075 84.3945 4.3E-06 79 104 0.433333 5.57E-07 -0.53527 0.100035
330.337 84.7266 2.06E-07 77 102 0.425 1.65E-08 -0.46296 0.07535
452.907 86.3672 2.67E-09 87 110 0.458333 1.5E-10 0.595788 0.083408
340.446 85.9375 4.17E-08 67 81 0.3375 3.26E-09 0.780907 0.120245
700.434 84.3359 8.57E-07 49 56 0.233333 8.23E-08 -0.66877 0.115549
591.154 82.9297 1.21E-06 72 92 0.383333 9.63E-08 -0.56892 0.0989
632.789 84.082 2.44E-06 84 106 0.441667 2.71E-07 0.367116 0.066542
425.215 86.2305 2.94E-07 76 91 0.379167 3.32E-08 0.552365 0.092216
263.165 86.0742 1.67E-06 24 27 0.1125 2.42E-07 -0.72121 0.130095
243.33 84.7461 6.29E-06 60 70 0.291667 9.18E-07 0.654631 0.125078
412.63 85.4883 1.09E-20 77 94 0.391667 6E-24 0.912479 0.068356
88.2854 79.4727 2.15E-06 21 22 0.091667 1.04E-07 1.10379 0.192491
165.202 82.168 8E-06 19 20 0.083333 8.29E-07 0.884213 0.168167
291.747 78.1055 2.2E-14 19 19 0.079167 5.2E-18 -1.85896 0.175633
86.9402 79.2188 5.34E-06 67 89 0.370833 3.11E-07 0.564112 0.102833
712.387 85.1953 4.4E-07 58 68 0.283333 4.39E-08 -0.60752 0.102484
148.151 79.5508 1.29E-05 43 46 0.191667 9.93E-07 0.686252 0.131584
204.719 81.9336 8.84E-06 51 63 0.2625 9.02E-07 -0.54569 0.104177
424.704 83.9258 6.6E-15 31 34 0.141667 1.75E-17 -0.97144 0.093919
382.259 81.0352 2.05E-08 66 90 0.375 4.59E-10 -0.54382 0.078701
102.096 81.9141 2.15E-11 62 76 0.316667 1.34E-13 0.819631 0.095659
165.585 81.0547 2.3E-06 24 28 0.116667 1.51E-07 0.787463 0.139361
291.555 84.9414 3.58E-13 72 97 0.404167 2.97E-15 -0.65733 0.070482
272.225 82.6172 3.35E-06 89 116 0.483333 3.11E-07 -0.61068 0.111327
419.668 84.6289 1.93E-07 82 111 0.4625 1.5E-08 0.527661 0.085592
148.528 81.7188 3.33E-14 57 73 0.304167 4.66E-17 0.789851 0.077823
106.02 80.7031 1.58E-05 80 111 0.4625 1.52E-06 -0.54324 0.10622
235.852 84.082 8.6E-07 24 27 0.1125 7.9E-08 -0.75817 0.130787
485.369 83.3203 6.56E-07 14 14 0.058333 4.99E-08 -1.40991 0.238984
242.456 79.3164 1.22E-08 92 119 0.495833 1.55E-10 0.680935 0.095409
87.2927 78.5352 8.2E-06 74 90 0.375 4.75E-07 0.591192 0.109729
328.169 81.4844 1.33E-06 23 25 0.104167 8.31E-08 0.553506 0.095671
211.508 81.9727 1.66E-06 75 93 0.3875 1.19E-07 -0.59208 0.103794
274.69 82.4023 1.11E-18 87 113 0.470833 2.36E-22 -0.90149 0.071584
249.548 83.9453 5.08E-13 82 108 0.45 3.09E-15 0.834728 0.089578
291.221 83.0859 7.97E-10 31 31 0.129167 1.53E-11 -1.09122 0.143329
322.79 84.7461 2.29E-09 80 111 0.4625 8.34E-11 -0.57673 0.079387
246.01 85.7812 1.56E-17 35 37 0.154167 3.4E-20 -1.0767 0.092912
194.964 85.1172 4.24E-07 51 63 0.2625 4.15E-08 -0.40764 0.068619
478.433 85.9766 1.26E-06 65 72 0.3 1.71E-07 0.667439 0.118709
241.45 82.2461 4.4E-07 13 13 0.054167 2.52E-08 -1.23468 0.204042
296.595 79.082 1.05E-06 78 95 0.395833 3.93E-08 -0.51691 0.086834
270.098 81.3672 9.74E-08 53 62 0.258333 3.34E-09 -0.70783 0.109075
361.676 83.9648 1.12E-08 77 94 0.391667 4.48E-10 -0.68647 0.099272
254.059 75.4492 4.17E-09 19 19 0.079167 1.27E-11 -1.4207 0.185704
109.998 78.3008 4.99E-06 89 116 0.483333 2.44E-07 0.517542 0.093387
367.856 84.2578 6.37E-07 40 43 0.179167 5.72E-08 0.618286 0.105347
409.136 81.9922 1.02E-06 76 93 0.3875 6.67E-08 -0.50545 0.086627
831.791 86.1328 1.02E-06 63 73 0.304167 1.37E-07 0.766087 0.135059
130.576 83.2812 4.32E-12 63 74 0.308333 3.12E-14 -0.77558 0.087545
385.423 80.4883 2.13E-10 44 53 0.220833 1.4E-12 0.46917 0.05794
623.261 83.7891 1.37E-08 56 69 0.2875 5.49E-10 0.747503 0.108772
343.547 84.8633 1.09E-09 27 28 0.116667 3.6E-11 -1.24543 0.167446
412.958 85.1953 4.6E-09 89 118 0.491667 2.12E-10 0.713095 0.100838
401.842 81.4453 4.11E-12 46 53 0.220833 1.51E-14 0.933335 0.103662
283.521 81.7188 5.36E-06 71 89 0.370833 4.75E-07 0.348332 0.064651
363.687 79.8633 7.81E-10 73 94 0.391667 5.79E-12 0.695811 0.089087
419.392 84.9219 9.49E-07 41 49 0.204167 1.03E-07 0.623126 0.1086
401.38 85.0977 3.94E-06 77 94 0.391667 5.61E-07 0.535099 0.10003
135.875 80.6641 5.1E-09 76 92 0.383333 7.49E-11 0.816256 0.112016
296.979 85.4102 6.38E-06 64 77 0.320833 1.03E-06 0.623709 0.119794
425.25 87.0117 1.53E-11 41 45 0.1875 4.7E-13 -1.05894 0.127317
265 83.125 3.56E-09 37 42 0.175 9.29E-11 0.841283 0.116159
81.738 81.0938 7.52E-07 37 41 0.170833 3.86E-08 -0.67994 0.114147
194.303 82.8906 8.25E-09 82 97 0.404167 2.4E-10 0.535463 0.076002
113.485 80.3906 4.12E-07 77 95 0.395833 1.6E-08 0.389437 0.063316
295.473 80.918 3.32E-06 78 90 0.375 2.31E-07 -0.7799 0.140421
166.335 79.8047 6.12E-14 89 115 0.479167 4.22E-17 -0.73827 0.072601
317.264 81.9141 4.44E-11 76 88 0.366667 3.25E-13 0.846534 0.100887
278.314 79.6875 6.38E-10 91 118 0.491667 4.27E-12 -0.69186 0.087884
80.5152 80.8203 8.45E-06 26 27 0.1125 7.18E-07 0.622859 0.117705
283.052 80.0586 1.61E-06 74 88 0.366667 8.11E-08 0.613864 0.106001
90.3836 79.5312 9.45E-08 45 55 0.229167 2.12E-09 0.599183 0.090974
695.798 84.5117 1.99E-08 39 48 0.2 1.01E-09 -0.87475 0.1297
301.976 83.8477 4.6E-07 86 118 0.491667 3.61E-08 -0.42695 0.071499
179.275 80.957 8.21E-06 42 52 0.216667 7.08E-07 0.553464 0.104526
339.582 82.6758 1.5E-09 88 111 0.4625 2.92E-11 -0.52225 0.069816
430.059 86.3281 3.32E-06 22 24 0.1 5.54E-07 0.767213 0.143346
237.578 79.7266 3.95E-07 13 13 0.054167 1.32E-08 1.11819 0.18058
688.449 84.1797 1.65E-07 49 59 0.245833 1.14E-08 0.722581 0.1161
93.1203 79.8633 3.43E-11 60 72 0.3 1.17E-13 -0.80546 0.093715
92.3708 79.7266 3.86E-24 62 74 0.308333 6.82E-30 1.17458 0.072108
259.561 83.2031 8.52E-07 31 34 0.141667 6.67E-08 0.879159 0.150674
89.3716 80.1367 2.51E-09 60 72 0.3 2.69E-11 0.768627 0.102516
192.729 82.3438 5.5E-09 82 97 0.404167 1.28E-10 0.402671 0.056114
94.0755 80.4883 1.42E-07 60 72 0.3 4.38E-09 -0.46016 0.071553
351.592 80.4688 3.69E-06 79 104 0.433333 2.44E-07 -0.52287 0.094349
785.64 87.4609 1E-06 58 68 0.283333 1.68E-07 -0.48213 0.085685
222.229 82.6562 7.82E-06 82 107 0.445833 8.69E-07 -0.32623 0.062177
263.919 82.6172 9.48E-12 16 17 0.070833 6.35E-14 -1.69838 0.194826
230.755 83.3594 5.59E-08 63 77 0.320833 2.65E-09 -0.49353 0.075479
340.484 82.6953 3.06E-06 18 18 0.075 2.83E-07 0.773487 0.140433
186.615 82.1094 5.01E-28 69 84 0.35 8.46E-34 -1.17381 0.063933
197.25 83.9453 8.01E-20 78 91 0.379167 2.5E-23 -0.70826 0.054258
467.002 85.293 3.71E-06 50 55 0.229167 5.39E-07 -0.41576 0.077587
329.561 82.5977 1.49E-08 82 105 0.4375 4.53E-10 0.632941 0.091566
217.266 82.8125 4.95E-06 50 57 0.2375 5.14E-07 0.372119 0.069303
287.589 83.418 7.19E-07 78 108 0.45 5.67E-08 0.273715 0.046619
337.708 84.7656 3.17E-06 13 13 0.054167 4.13E-07 -1.28164 0.236448
210.986 83.8477 4.35E-11 88 109 0.454167 5.93E-13 -0.67953 0.082162
272.83 81.3867 3.19E-06 68 77 0.320833 2.39E-07 -0.59203 0.106736
312.692 84.2383 6.34E-07 27 30 0.125 5.67E-08 -0.91231 0.155387
371.44 85.4688 1.74E-06 43 47 0.195833 2.3E-07 -0.6297 0.113349
209.576 81.4844 1.61E-17 55 64 0.266667 3.64E-21 -0.65486 0.054399
447.302 86.3086 3.64E-21 83 108 0.45 2.77E-24 1.01109 0.074844
428.767 84.3359 4.86E-08 71 86 0.358333 2.78E-09 0.630107 0.096513
200.304 83.0859 1.74E-08 84 116 0.483333 6.16E-10 0.570283 0.083278
184.052 81.5625 7.29E-06 43 47 0.195833 6.73E-07 0.81171 0.152963
377.429 84.3555 5.45E-06 63 72 0.3 7.32E-07 0.257649 0.048733
748.636 85.8008 2.35E-06 91 118 0.491667 3.42E-07 -0.36013 0.065911
358.146 82.8711 6.71E-07 84 107 0.445833 4.71E-08 0.59709 0.100992
577.463 85.625 8.23E-08 79 99 0.4125 6.75E-09 0.52883 0.083437
444.494 84.0234 3.06E-08 41 46 0.191667 1.5E-09 -0.83071 0.124728
390.421 84.4336 4.58E-08 56 65 0.270833 2.64E-09 -0.67731 0.103572
193.585 84.0234 2.58E-10 88 109 0.454167 5.2E-12 -0.56664 0.072345
430.922 83.6914 3.32E-06 20 23 0.095833 3.67E-07 0.984197 0.180667
379.742 84.8438 4.04E-06 17 18 0.075 5.55E-07 0.603394 0.112747
417.642 86.6406 1.23E-06 56 62 0.258333 1.85E-07 0.759479 0.135522
752.954 88.0469 8.04E-08 24 26 0.108333 1.06E-08 -0.89025 0.142667
396.295 85.2344 3.68E-06 24 26 0.108333 5.28E-07 0.824 0.15364
200.794 81.7578 4.23E-12 29 31 0.129167 1.75E-14 1.06581 0.11877
640.276 85.0391 7.37E-08 87 109 0.454167 5.26E-09 -0.66949 0.10474
228.878 83.0664 5.31E-11 45 52 0.216667 5.88E-13 -0.6443 0.077887
685.409 86.2695 3.02E-09 24 25 0.104167 1.68E-10 -1.12035 0.157369
226.045 82.4805 7.89E-10 72 96 0.4 1.27E-11 0.344243 0.044994
616.09 84.5703 1.18E-07 24 26 0.108333 8.3E-09 -1.06725 0.169586
639.995 84.5117 2.2E-07 85 112 0.466667 1.71E-08 0.456292 0.074365
322.313 81.5039 2.47E-06 84 107 0.445833 1.78E-07 0.44554 0.079378
207.15 82.3047 4.46E-06 80 110 0.458333 4.17E-07 0.548714 0.101279
215.473 81.7578 2.59E-09 79 105 0.4375 4.38E-11 0.631635 0.085387
175.369 78.8281 3.46E-10 88 111 0.4625 1.5E-12 0.78194 0.096735
418.421 86.5625 3.47E-11 38 41 0.170833 1.05E-12 -1.10597 0.135612
299.482 83.125 3.3E-06 72 92 0.383333 3.33E-07 -0.63972 0.116948
265.257 80.5859 4.08E-14 82 112 0.466667 3.63E-17 0.656934 0.064411
392.507 81.7969 3.66E-13 34 38 0.158333 9E-16 -1.06927 0.111814
235.887 84.8438 3.01E-13 82 113 0.470833 2.33E-15 0.734398 0.078345
198.254 79.4727 1.02E-11 40 43 0.179167 2.23E-14 -1.04847 0.117465
206.249 83.5938 2.36E-07 29 31 0.129167 1.55E-08 0.914303 0.148488
590.725 83.8867 4.05E-07 36 37 0.154167 3.12E-08 0.785473 0.130837
225.984 83.5742 2.19E-36 82 113 0.470833 3.13E-43 1.10733 0.046211
686.575 85.7227 4.74E-07 23 26 0.108333 5.26E-08 -0.8467 0.143806
227.555 82.8125 6.16E-06 65 83 0.345833 6.69E-07 -0.50134 0.094447
216.752 84.043 1.14E-26 82 113 0.470833 1.91E-31 1.11406 0.065161
298.487 83.9258 4.29E-07 43 46 0.191667 3.36E-08 -0.91477 0.152792
418.238 85.3711 1.49E-13 38 44 0.183333 1.25E-15 0.726969 0.076547
224.671 83.8867 1.25E-32 82 113 0.470833 1.34E-38 1.07745 0.051081
319.229 84.4141 4.62E-07 41 49 0.204167 4.03E-08 -0.69492 0.116846
351.254 84.9805 1.88E-06 67 86 0.358333 2.31E-07 0.383481 0.069051
464.395 86.2109 3.11E-11 83 108 0.45 8.34E-13 0.831307 0.101354
263.687 81.5625 7.37E-08 59 70 0.291667 2.48E-09 0.789019 0.120408
451.704 86.5234 1.54E-06 30 33 0.1375 2.35E-07 0.687837 0.123933
413.992 85.7617 8.6E-07 63 78 0.325 1.06E-07 -0.61014 0.106462
438.409 85.7422 2.88E-22 83 108 0.45 1.02E-25 1.10551 0.077843
506.214 82.9883 3.45E-06 31 35 0.145833 3.43E-07 -0.78931 0.144473
525.027 84.082 1.52E-13 78 98 0.408333 7.8E-16 -0.80517 0.083948
153.822 84.3164 2.07E-12 75 97 0.404167 1.87E-14 0.832716 0.092928
140.463 82.7148 3.62E-09 88 116 0.483333 8.5E-11 0.722169 0.099463
645.185 85.3516 2.59E-07 87 109 0.454167 2.44E-08 -0.62463 0.103106
185.9 81.4648 1.01E-08 72 84 0.35 2.15E-10 -0.65091 0.092083
289.696 83.418 1.58E-07 68 77 0.320833 9.31E-09 -0.74447 0.118766
240.405 83.4766 1.31E-08 20 21 0.0875 4.8E-10 -0.67751 0.098182
194.062 81.9336 6.31E-10 75 88 0.366667 8.26E-12 0.678208 0.087642
222.748 84.1211 3.53E-08 83 113 0.470833 1.82E-09 0.653215 0.098681
219.087 83.4961 4.25E-11 82 113 0.470833 5.16E-13 0.614945 0.074102
216.291 82.8906 6.86E-28 83 113 0.470833 2.49E-33 1.08233 0.059781
225.56 83.9062 3.42E-26 82 113 0.470833 6.35E-31 0.982218 0.058383
464.357 82.9102 3.13E-06 87 120 0.5 3.01E-07 0.664181 0.120908
346.898 86.5625 8.44E-10 19 19 0.079167 4.17E-11 -1.51903 0.205061
204.7 82.5586 1.23E-08 29 31 0.129167 3.59E-10 0.941803 0.135286
185.647 81.4844 5.67E-16 81 103 0.429167 2.86E-19 0.783949 0.070237
550.409 85.332 4.85E-07 88 112 0.466667 5.04E-08 0.432181 0.073285
590.015 86.2695 4.06E-08 32 36 0.15 3.39E-09 -0.67698 0.104374
228.51 84.0625 2.69E-13 82 113 0.470833 1.52E-15 0.688262 0.072763
220.478 83.6914 1.45E-11 80 110 0.458333 1.52E-13 0.781223 0.091442
222.082 83.5742 4.36E-29 83 113 0.470833 1.68E-34 1.12875 0.060212
114.04 79.4922 5.92E-06 18 20 0.083333 3.71E-07 0.717902 0.131849
216.278 81.5039 2.25E-06 57 66 0.275 1.59E-07 -0.57039 0.101146
197.355 83.5547 3.38E-11 78 91 0.379167 4.01E-13 -0.55008 0.065885
215.177 81.0938 8.65E-08 20 21 0.0875 2.72E-09 -0.96802 0.148167
485.234 86.0547 1.97E-16 79 104 0.433333 7.4E-19 -0.88805 0.080936
715.202 87.3438 5.55E-08 69 88 0.366667 6.06E-09 0.599967 0.094316
373.165 84.8047 4.27E-06 41 46 0.191667 5.88E-07 -0.48523 0.090899
235.134 83.3594 2.56E-10 59 66 0.275 4.24E-12 -0.87037 0.110539
234.382 83.2617 2.78E-08 59 66 0.275 1.12E-09 -0.5019 0.074672
663.885 84.8633 9.68E-11 70 94 0.391667 2.09E-12 0.593167 0.073988
626.061 85.8398 6.73E-07 88 116 0.483333 8.08E-08 0.346083 0.059754
256.743 83.418 2.57E-08 19 20 0.083333 1.06E-09 -0.98659 0.14652
185.338 82.1289 2.32E-11 59 72 0.3 1.59E-13 -0.7137 0.083627
207.133 83.0273 6.58E-21 76 103 0.429167 7.1E-25 -1.05538 0.076513
136.113 79.6875 4.91E-07 55 66 0.275 1.72E-08 0.303855 0.049533
239.974 84.0625 1.8E-06 59 69 0.2875 1.88E-07 -0.6731 0.120184
536.164 84.8828 1.11E-08 29 31 0.129167 5.52E-10 -0.84827 0.12345
364.409 83.9648 6.17E-09 56 65 0.270833 2.21E-10 -0.36597 0.051821
324.75 84.043 2.59E-06 63 74 0.308333 2.89E-07 0.55844 0.101486
347.656 84.707 4.22E-07 59 64 0.266667 3.82E-08 0.860483 0.144409
218.561 81.25 2.54E-07 74 98 0.408333 1.05E-08 -0.35645 0.057107
301.844 85.0586 1.45E-08 26 28 0.116667 7.87E-10 -0.69291 0.101951
37.8251 78.4961 2.53E-05 36 41 0.170833 1.97E-06 0.217021 0.042949
376.259 86.3086 8.7E-08 66 78 0.325 8.26E-09 0.674728 0.107196
292.796 83.9062 4.89E-10 79 102 0.425 1.07E-11 0.691862 0.090027
382.272 83.5547 2.76E-06 36 41 0.170833 2.88E-07 -0.55914 0.101603
355.934 83.1641 1.95E-06 68 82 0.341667 1.78E-07 -0.64201 0.114379
225.743 82.0898 1.84E-07 85 112 0.466667 8.47E-09 0.463424 0.073687
203.12 80.2148 3.22E-07 58 65 0.270833 1.14E-08 -0.71869 0.115456
304.945 85.0586 8.36E-08 17 17 0.070833 6.13E-09 0.665497 0.104654
268.314 84.0234 3.6E-11 62 77 0.320833 5.02E-13 -0.79315 0.095512
66.0231 81.3086 4.18E-07 39 47 0.195833 1.96E-08 0.511062 0.083699
219.075 81.3672 1.3E-06 71 94 0.391667 7.93E-08 0.598506 0.103259
219.197 81.3086 9.63E-07 62 80 0.333333 5.45E-08 -0.53573 0.091109
142.729 79.9219 1.06E-06 54 64 0.266667 4.73E-08 0.415536 0.070293
207.056 83.6523 3.21E-10 75 101 0.420833 6.04E-12 0.357073 0.045766
273.045 82.793 3.75E-10 36 42 0.175 5.66E-12 -0.59367 0.075964
394.369 83.1641 1.9E-12 77 100 0.416667 1.11E-14 0.874797 0.096513
567.347 85.1758 1.07E-07 49 57 0.2375 8.36E-09 0.506037 0.080427
540.818 85.8789 3.57E-09 19 20 0.083333 1.86E-10 1.18929 0.167552
266.101 83.9258 1.73E-06 76 93 0.3875 1.76E-07 0.705518 0.125628
225.93 80.5078 8.84E-09 76 93 0.3875 1.42E-10 -0.85752 0.119851
330.335 83.4375 1.06E-08 14 15 0.0625 3.71E-10 -1.41855 0.203982
270.999 84.082 3.16E-06 51 58 0.241667 3.69E-07 0.686148 0.125977
57.9983 80.3125 3.92E-19 73 100 0.416667 1.86E-23 -1.01913 0.077706
386.215 85.332 1.24E-06 24 27 0.1125 1.51E-07 0.86077 0.152327
557.075 86.0742 7.04E-07 83 117 0.4875 8.87E-08 0.544831 0.094408
625.74 86.3281 6.93E-09 35 37 0.154167 4.46E-10 0.937477 0.135555
413.581 81.1719 2.21E-08 41 47 0.195833 5.18E-10 -0.74005 0.107493
118.111 81.0938 7.79E-06 28 30 0.125 6.78E-07 -0.57358 0.108124
376.78 85.1367 1.24E-06 85 113 0.470833 1.46E-07 -0.63095 0.111506
489.609 85.8789 2.26E-06 16 20 0.083333 3.31E-07 -0.99891 0.182575
97.4534 79.9805 1.64E-11 88 119 0.495833 4.86E-14 -0.64403 0.073428
175.204 80.7422 5.79E-07 84 113 0.470833 2.61E-08 -0.60628 0.100332
430.329 84.5508 2.49E-07 88 114 0.475 2E-08 -0.4951 0.08114
532.852 85.0391 1.41E-08 54 61 0.254167 7.57E-10 -0.71718 0.105395
225.884 82.5586 4E-06 47 55 0.229167 3.82E-07 -0.42664 0.078452
436.345 86.7969 3.95E-08 57 69 0.2875 3.67E-09 -0.68845 0.106421
113.118 80.6836 1.14E-05 38 42 0.175 1.02E-06 0.867211 0.166457
391.985 84.2969 2.56E-09 57 69 0.2875 8.49E-11 0.850307 0.117105
124.278 83.2422 4.55E-10 37 39 0.1625 8.15E-12 1.0271 0.13268
183.18 82.6953 2.33E-14 63 81 0.3375 4.64E-17 0.781457 0.076989
203.055 85.5078 5.8E-09 62 80 0.333333 2.99E-10 0.68336 0.097634
314.525 83.2227 7.81E-07 60 70 0.291667 6.03E-08 -0.52317 0.089319
232.309 82.7734 2.09E-07 74 99 0.4125 1.14E-08 0.679047 0.109078
282.909 83.6133 3.99E-07 85 117 0.4875 2.91E-08 0.666721 0.110772
512.409 86.2891 3.62E-26 60 66 0.275 4.41E-30 1.17396 0.071639
208.515 83.2031 2.16E-12 79 107 0.445833 1.32E-14 0.859567 0.095186
416.427 84.1797 3.09E-27 81 96 0.4 4.56E-32 -1.22674 0.070394
153.794 79.2773 4.39E-06 42 49 0.204167 2.46E-07 0.737004 0.133043
265.056 82.9492 6.77E-08 49 56 0.233333 3.05E-09 -0.62377 0.095831
231.383 83.2422 1.44E-07 58 64 0.266667 7.99E-09 -0.76368 0.121187
308.433 83.9258 6.34E-07 83 114 0.475 5.35E-08 -0.41346 0.07027
128.722 83.75 1.37E-05 47 55 0.229167 1.99E-06 -0.54222 0.107381
97.3427 81.6797 1.29E-05 65 78 0.325 1.37E-06 -0.63227 0.123038
119.566 83.418 1.23E-08 37 39 0.1625 4.39E-10 0.789003 0.114032
391.214 84.3164 4E-07 42 47 0.195833 3.34E-08 0.738364 0.12329
105.012 78.5547 8.14E-07 23 23 0.095833 2.57E-08 0.486164 0.080409
252.754 80.5078 6.87E-06 44 49 0.204167 5.28E-07 0.719152 0.134092
157.705 83.0078 1.08E-05 74 98 0.408333 1.35E-06 -0.52121 0.101347
416.685 84.7461 5.44E-08 83 100 0.416667 3.47E-09 -0.53443 0.082457
250.855 84.6875 3.74E-07 75 96 0.4 3.3E-08 -0.48229 0.080498
258.585 82.6758 1.91E-14 67 82 0.341667 3.62E-17 -0.94864 0.093009
391.239 84.9805 6.18E-08 87 117 0.4875 4.23E-09 -0.68683 0.106671
214.058 83.1836 5.02E-06 38 43 0.179167 5.54E-07 0.605332 0.113099
602.047 85.6055 4.04E-12 36 41 0.170833 6.42E-14 0.942706 0.108166
253.037 83.8672 4.93E-13 12 14 0.058333 2.9E-15 -0.9961 0.10675
356.608 83.4766 1.15E-08 85 113 0.470833 4.11E-10 -0.67908 0.097948
226.296 82.1094 3.76E-07 81 109 0.454167 2.03E-08 -0.40231 0.065967
29.1161 78.0469 2.77E-06 41 47 0.195833 1.1E-07 -0.7882 0.13775
689.363 86.4648 3.38E-18 74 91 0.379167 8.17E-21 1.07456 0.09049
350.939 84.9805 2.22E-07 51 53 0.220833 1.89E-08 -0.83135 0.135986
231.779 83.3203 2.14E-06 85 112 0.466667 2.05E-07 0.658292 0.117936
226.436 82.8125 4.95E-09 87 115 0.479167 1.27E-10 0.730225 0.101739
377.371 85.5664 1.25E-09 44 48 0.2 5.06E-11 1.06224 0.144172
275.938 84.2578 1.46E-07 67 85 0.354167 1.01E-08 0.579625 0.092715
245.541 81.6797 9.94E-08 77 108 0.45 3.67E-09 -0.71465 0.110472
246.056 83.5156 2.42E-06 12 14 0.058333 2.45E-07 -0.99887 0.18029
96.5367 79.7461 1.83E-05 52 58 0.241667 1.58E-06 -0.66921 0.131097
189.375 83.0664 2.65E-06 51 64 0.266667 2.54E-07 -0.44913 0.08118
319.125 84.2383 4.02E-06 40 46 0.191667 5.03E-07 0.454715 0.084602
101.008 81.4648 2.04E-10 52 59 0.245833 1.81E-12 -0.91696 0.113967
192.419 82.832 1.21E-07 60 65 0.270833 5.97E-09 -0.68007 0.106852
647.974 84.9414 3.64E-24 78 102 0.425 3.52E-28 -1.00707 0.065316
227.099 81.8945 7.87E-08 87 115 0.479167 2.9E-09 0.567059 0.086975
203.969 83.6719 1.45E-06 79 106 0.441667 1.36E-07 -0.54784 0.096557
456.18 84.5508 1.28E-08 44 48 0.2 6.06E-10 -0.5941 0.08671
295.625 84.1406 1.39E-07 38 41 0.170833 9.23E-09 0.767158 0.122348
130.561 83.7695 1.1E-06 19 19 0.079167 1E-07 -1.00488 0.174949
583.897 87.2266 1.58E-06 14 16 0.066667 2.71E-07 0.993589 0.18008
232.56 81.3281 6.25E-06 25 27 0.1125 5.38E-07 -0.92102 0.171861
305.743 83.2617 5.35E-07 52 61 0.254167 3.86E-08 -0.56763 0.095299
312.979 85.1758 4.13E-13 77 103 0.429167 3.84E-15 -0.91404 0.098546
282.231 82.7539 3.98E-06 77 103 0.429167 3.91E-07 -0.61798 0.113751
93.0648 80.625 7.9E-06 58 70 0.291667 6.4E-07 -0.66438 0.124914
254.389 84.3945 6E-06 40 44 0.183333 8.25E-07 -0.8218 0.156265
272.113 81.9336 2.48E-09 14 14 0.058333 4.37E-11 -1.33524 0.180487
271.828 82.1875 7.46E-07 13 13 0.054167 4.71E-08 -1.03207 0.174557
395.623 85.3906 3.75E-08 66 77 0.320833 2.57E-09 0.759078 0.115968
372.642 83.7109 5.64E-06 51 55 0.229167 6.91E-07 0.838974 0.158276
275.828 82.0703 6.28E-06 12 12 0.05 6.09E-07 -1.27986 0.240122
251.628 80.918 1.87E-06 12 12 0.05 1.15E-07 -0.938 0.164184
278.606 86.2305 2.21E-14 79 102 0.425 1.9E-16 -0.95712 0.096965
112.301 78.3398 2.99E-13 34 42 0.175 1.62E-16 -0.95847 0.096794
492.244 85.332 3.68E-21 71 87 0.3625 1.54E-24 0.941275 0.069049
198.499 82.3242 1.69E-07 67 86 0.358333 8.03E-09 -0.67012 0.106361
114.648 82.0898 2.33E-06 37 41 0.170833 1.84E-07 0.820629 0.146376
320.155 85.1562 8.68E-08 62 83 0.345833 6.53E-09 -0.42911 0.067627
227.896 83.5742 2.07E-08 31 34 0.141667 8.5E-10 1.03344 0.15242
33.6642 76.875 8.34E-06 17 17 0.070833 3.65E-07 0.687294 0.126139
242.946 83.9062 5.61E-06 73 90 0.375 7.07E-07 -0.46183 0.087218
266.724 83.2617 4.32E-06 36 39 0.1625 4.69E-07 0.641191 0.118937
97.328 79.375 2.27E-11 63 84 0.35 5.88E-14 -0.86942 0.09956
102.561 80.0977 3.54E-08 85 115 0.479167 7.14E-10 -0.61772 0.090614
295.068 83.5938 7.74E-07 55 68 0.283333 6.38E-08 0.672035 0.114982
97.6681 79.668 5.9E-15 87 117 0.4875 2.12E-18 -0.84448 0.078462
273.673 85.6641 2.72E-10 40 44 0.183333 8.8E-12 -0.9289 0.120236
139.916 82.3828 5.99E-08 58 70 0.291667 2.32E-09 0.505983 0.077049
272.864 82.1875 6.1E-07 14 14 0.058333 3.69E-08 -1.24504 0.208674
293.398 84.2773 2.71E-08 17 17 0.070833 1.38E-09 -1.41796 0.212332
525.945 86.543 4.78E-18 60 66 0.275 1.27E-20 1.2201 0.103521
522.72 87.0703 1.97E-19 60 66 0.275 4.26E-22 1.09702 0.08795
249.849 80.2344 3.41E-06 13 13 0.054167 2.12E-07 -1.09226 0.195988
134.741 83.9258 1.71E-11 83 104 0.433333 2.01E-13 -0.95189 0.11215
360.541 85.7031 2.96E-09 18 21 0.0875 1.43E-10 0.826889 0.115607
350.336 84.6484 2.12E-15 44 49 0.204167 6.29E-18 1.04922 0.099486
119.265 79.082 2.91E-08 42 47 0.195833 4.35E-10 0.473207 0.068369
313.328 83.8477 2.94E-06 34 35 0.145833 3.26E-07 0.581696 0.106253
405.759 84.1406 3.41E-10 23 24 0.1 7.48E-12 -0.88502 0.114067
406.58 85.3711 2.13E-06 67 85 0.354167 2.85E-07 -0.57024 0.10357
515.234 86.3477 8.75E-10 18 19 0.079167 4.11E-11 -1.00372 0.135447
225.866 84.9805 1.54E-06 69 88 0.366667 1.83E-07 0.540482 0.096402
128.549 79.9805 1.79E-07 36 38 0.158333 5.2E-09 -0.63882 0.099901
450.791 83.7891 1.15E-09 65 79 0.329167 2.87E-11 0.375094 0.050118
659.354 88.5156 2.72E-08 75 91 0.379167 3.43E-09 -0.61028 0.094121
379.611 84.5312 7.57E-09 68 93 0.3875 3.24E-10 -0.48626 0.069634
263.644 84.082 4.58E-10 62 72 0.3 1.04E-11 -0.47697 0.062019
265.842 83.8086 3.94E-06 65 74 0.308333 4.58E-07 -0.35415 0.065626
242.788 83.1836 2.7E-10 89 120 0.5 4.28E-12 -0.43577 0.055359
501.089 84.3359 1.49E-25 46 53 0.220833 5.15E-30 1.32658 0.081126
213.909 82.168 2.37E-25 48 59 0.245833 1.6E-30 -1.18559 0.071356
263.32 83.2227 4.53E-06 12 12 0.05 4.94E-07 -0.79122 0.147095
243.713 83.5547 1.31E-07 74 97 0.404167 7.67E-09 0.618112 0.09795
542.849 84.7656 1.11E-06 75 91 0.379167 1.2E-07 -0.56189 0.098539
511.683 84.6875 8.43E-16 49 63 0.2625 2.15E-18 0.858759 0.079815
524.93 85.625 1.95E-11 60 75 0.3125 4.04E-13 0.787819 0.094375
636.255 86.6016 2.21E-06 14 15 0.0625 3.61E-07 0.986145 0.180902
618.19 87.0898 5.2E-14 26 27 0.1125 7.12E-16 0.999668 0.104033
350.125 85.8008 1.49E-06 56 67 0.279167 2.02E-07 -0.45565 0.081588
554.838 85.8008 2.05E-06 53 59 0.245833 2.91E-07 -0.49215 0.089471
345.487 84.5117 1.22E-08 77 100 0.416667 5.67E-10 0.49087 0.071497
285.025 83.9844 5E-15 50 55 0.229167 1.29E-17 0.850646 0.081762
285.199 83.457 4.85E-10 36 38 0.158333 9.36E-12 1.14224 0.148094
583.465 86.1328 2.09E-06 80 101 0.420833 3.15E-07 -0.58035 0.10585
213.913 80.5078 6.67E-06 14 14 0.058333 5.09E-07 -1.12498 0.209425
406.717 84.8828 1.8E-07 23 24 0.1 1.46E-08 -0.57406 0.093024
608.833 87.7539 1.23E-08 40 42 0.175 1.18E-09 -0.82215 0.122524
238.832 84.1602 1.47E-22 48 59 0.245833 1.61E-26 -1.09371 0.074945
448.092 84.9219 2.79E-08 36 41 0.170833 1.65E-09 -0.58795 0.088542
584.202 86.9141 8.63E-08 75 91 0.379167 9.23E-09 -0.56812 0.090604
489.833 83.9258 6.17E-09 55 65 0.270833 2.19E-10 0.833135 0.117938
268.248 82.9102 5E-10 52 58 0.241667 8.29E-12 -0.84685 0.109443
575.275 86.3086 6.24E-07 76 92 0.383333 8.04E-08 -0.63214 0.109119
400.905 83.9453 1.85E-13 48 58 0.241667 9.32E-16 0.873754 0.091437
530.139 84.4922 2.38E-06 86 116 0.483333 2.82E-07 -0.31033 0.056336
589.162 86.4258 3.11E-09 25 25 0.104167 1.81E-10 1.15414 0.162463
161.523 81.4453 4.27E-06 14 15 0.0625 3.44E-07 -1.18269 0.216508
396.444 84.4727 1.09E-06 86 117 0.4875 1.13E-07 -0.46018 0.080486
140.126 81.6016 1.35E-06 50 61 0.254167 8.72E-08 0.694142 0.1202
191.759 81.6211 2.64E-08 84 110 0.458333 7.19E-10 -0.68322 0.100243
322.852 82.4805 4.11E-08 42 46 0.191667 1.5E-09 -0.85567 0.12849
96.5693 79.375 7.62E-06 19 21 0.0875 4.99E-07 -0.87796 0.163296
570.983 85.8398 2.89E-06 65 78 0.325 4.38E-07 -0.56296 0.104124
279.133 82.5391 1.75E-06 36 38 0.158333 1.41E-07 0.774077 0.136602
427.203 85.293 1.55E-09 70 84 0.35 6.06E-11 0.648889 0.088518
218.633 82.168 8E-07 49 60 0.25 5.11E-08 -0.62427 0.105907
465.125 85.6055 7.32E-16 48 56 0.233333 2.78E-18 0.943302 0.088086
587.338 87.2461 1.54E-08 64 80 0.333333 1.38E-09 0.511549 0.076601
428.468 84.8828 8.82E-10 42 45 0.1875 2.82E-11 -0.92984 0.124177
393.353 84.668 9.25E-07 37 41 0.170833 9.55E-08 0.5321 0.09247
308.627 85.2148 4.32E-07 86 112 0.466667 4.32E-08 -0.60281 0.101622
501.48 85.4102 2.76E-06 84 108 0.45 3.88E-07 0.621705 0.114392
220.047 82.6172 1.54E-06 50 60 0.25 1.22E-07 0.690367 0.121147
326.003 84.7852 4.92E-06 56 74 0.308333 6.93E-07 -0.53773 0.101461
238.35 84.3555 9.62E-07 34 39 0.1625 9.47E-08 0.546407 0.094923
354.656 83.7109 5.76E-12 51 61 0.254167 5.1E-14 -0.80515 0.091902
29.2846 76.0547 1.29E-05 37 40 0.166667 5.57E-07 0.630001 0.117736
397.851 85 7E-11 23 24 0.1 1.49E-12 -0.73215 0.09055
103.319 80.3906 1.13E-05 75 95 0.395833 9.6E-07 -0.36153 0.069214
204.033 80.8594 3.42E-23 48 59 0.245833 2.52E-28 -1.12245 0.072457
403.371 84.9219 6.23E-07 46 58 0.241667 6.28E-08 -0.56927 0.097342
200.8 84.6289 2.67E-06 54 68 0.283333 3.3E-07 0.63397 0.115852
517.76 84.8438 2.96E-25 49 60 0.25 1.71E-29 1.11081 0.069061
160.733 80.5469 7.96E-08 50 63 0.2625 2.17E-09 0.693341 0.105341
114.54 78.5547 8.33E-06 76 95 0.395833 4.87E-07 0.547973 0.101811
229.459 82.0508 6.3E-06 48 50 0.208333 6.09E-07 0.535329 0.100437
321.945 84.4531 9.56E-07 40 46 0.191667 9.56E-08 -0.68361 0.118804
224.273 82.9102 1.07E-15 48 59 0.245833 1.25E-18 -0.99332 0.091404
510.068 84.5312 6.68E-12 38 40 0.166667 8.07E-14 -0.967 0.111537
118.017 79.3359 2.11E-06 41 45 0.1875 9.95E-08 -0.48382 0.084214
385.392 85.0586 6.1E-11 40 45 0.1875 1.29E-12 -0.76784 0.094627
219.255 81.0938 2.13E-06 83 118 0.491667 1.39E-07 -0.53751 0.094797
456.887 84.043 1.4E-11 22 22 0.091667 1.64E-13 -1.34621 0.157862
121.84 80.0586 1.05E-09 85 112 0.466667 8.88E-12 0.574339 0.074361
270.467 83.1445 2.55E-07 16 16 0.066667 1.55E-08 0.914788 0.148584
182.558 82.7539 1.98E-14 31 36 0.15 3.91E-17 1.05014 0.103116
447.583 86.3477 1.18E-16 57 66 0.275 4.68E-19 -1.03515 0.093562
223.907 82.2852 9.09E-07 59 68 0.283333 6.1E-08 0.705037 0.120417
289.297 84.668 7.66E-08 67 85 0.354167 5.1E-09 -0.55809 0.087221
251.121 83.6719 1.77E-08 66 85 0.354167 7.22E-10 0.728638 0.106923
471.487 83.6719 2.09E-10 81 108 0.45 3.66E-12 0.694194 0.08783
182.044 81.1523 6.08E-07 82 104 0.433333 3.01E-08 0.556519 0.092576
468.483 84.6094 2.36E-08 60 73 0.304167 1.26E-09 0.593078 0.088559
233.075 82.9492 1.36E-06 72 105 0.4375 1.11E-07 -0.43827 0.076626
283.95 84.5703 4.92E-06 35 40 0.166667 6.71E-07 0.740742 0.139566
355.336 82.1484 9.08E-07 21 21 0.0875 5.93E-08 -0.97072 0.165623
253.952 85.0586 2.25E-11 71 103 0.429167 3.99E-13 -0.67015 0.080257
29.435 75.4297 1.91E-05 43 50 0.208333 8.4E-07 0.513781 0.097774
253.935 82.832 1.31E-22 82 104 0.433333 5.55E-27 -0.92719 0.062556
251.326 82.6758 5.43E-06 77 98 0.408333 5.62E-07 0.332974 0.062253
492.83 85.6836 2.46E-06 20 21 0.0875 3.55E-07 0.730128 0.133832
601.587 87.0508 1.98E-06 88 119 0.495833 3.42E-07 -0.47886 0.087645
136.676 81.2305 1.11E-08 36 38 0.158333 2.27E-10 -0.81584 0.115612
453.788 86.582 6.55E-07 43 50 0.208333 8.91E-08 0.333786 0.057848
226.139 84.2773 6.22E-06 53 59 0.245833 8.45E-07 0.468244 0.089134
220.651 81.4258 7.79E-06 81 112 0.466667 7.14E-07 -0.53636 0.101337
216.696 82.4023 2.53E-06 51 61 0.254167 2.15E-07 -0.59985 0.107678
538.666 85.5078 4.49E-15 38 40 0.166667 2.21E-17 -1.10584 0.10739
127.677 80.625 1.24E-07 37 39 0.1625 3.8E-09 -0.99324 0.153712
215.065 83.7891 1.88E-08 82 117 0.4875 7.97E-10 0.574756 0.084601
213.647 83.1055 7.9E-11 52 62 0.258333 9.59E-13 -0.78779 0.096377
157.157 81.4648 3.48E-12 72 84 0.35 1.24E-14 -0.66569 0.073618
239.5 82.5586 2.13E-06 65 88 0.366667 1.79E-07 0.413278 0.073636
179.5 80.6055 3.94E-09 42 47 0.195833 5.36E-11 -0.67994 0.092436
290.679 85.0781 1.27E-08 47 51 0.2125 6.74E-10 -0.79292 0.116105
472.776 85.2734 2.68E-07 22 22 0.091667 2.5E-08 -1.0116 0.167124
129.542 80.3516 5.89E-08 76 95 0.395833 1.43E-09 -0.63792 0.095631
251.533 82.9297 1.47E-09 82 104 0.433333 3.04E-11 -0.81989 0.109721
281.895 83.6328 7.51E-06 39 42 0.175 9.6E-07 -0.73373 0.14047
398.137 84.7852 4.4E-06 30 33 0.1375 6.07E-07 -0.61477 0.115325
435.87 84.7656 7.13E-10 78 102 0.425 2.13E-11 0.693754 0.09194
577.596 85.7227 1.55E-06 86 115 0.479167 2.09E-07 0.580525 0.104088
163.757 81.3477 7.83E-14 52 56 0.233333 1.13E-16 -1.21521 0.12184
332.897 80.7617 5.96E-09 51 58 0.241667 9.31E-11 0.61438 0.084837
534.775 84.1602 2.64E-07 86 117 0.4875 1.98E-08 0.384067 0.06292
430.107 86.1328 4.89E-20 57 66 0.275 5.06E-23 -0.89468 0.069306
340.139 83.0469 2.46E-07 50 59 0.245833 1.46E-08 -0.81082 0.131419
197.369 83.7305 2.62E-08 59 68 0.283333 1.17E-09 -0.68825 0.10252
214.144 81.8359 2.71E-06 53 62 0.258333 2.12E-07 -0.58766 0.105427
239.795 82.7734 6.73E-12 60 83 0.345833 4.44E-14 0.789375 0.089814
544.936 88.0273 7.4E-11 60 74 0.308333 3.83E-12 0.814669 0.103195
483.585 83.8477 2.48E-06 30 31 0.129167 2.66E-07 0.71217 0.128976
117.755 78.8672 1.92E-06 61 70 0.291667 8.09E-08 -0.66993 0.115671
453.158 85.2734 4.02E-06 74 103 0.429167 5.88E-07 -0.40572 0.076004
551.344 84.7266 8.85E-08 88 116 0.483333 6.12E-09 0.614158 0.096576
521.241 85.5469 2.25E-07 45 53 0.220833 2.15E-08 0.421508 0.069257
522.681 85.2344 7.9E-08 81 109 0.454167 5.95E-09 0.556042 0.087353
221.367 83.3594 6.86E-07 30 32 0.133333 5.3E-08 0.784009 0.133193
207.58 81.1523 1.02E-09 48 59 0.245833 1.19E-11 -0.66992 0.087405
413.335 83.8672 1.28E-17 70 84 0.35 1.01E-20 0.941287 0.079549
603.677 87.2656 5.62E-13 28 28 0.116667 1.16E-14 -1.27103 0.140356
425.975 82.6953 1.19E-06 79 101 0.420833 9.09E-08 0.580044 0.100608
211.921 81.2695 5.04E-11 39 42 0.175 3.06E-13 0.908643 0.108133
377.531 83.9062 8.9E-07 21 21 0.0875 7.98E-08 -1.22334 0.21111
271.16 82.6562 4.19E-06 31 31 0.129167 4.1E-07 -0.60435 0.111462
133.838 81.6797 9.83E-06 69 87 0.3625 9.86E-07 0.459631 0.088103
496.262 84.3945 1.12E-06 71 87 0.3625 1.14E-07 -0.58237 0.101911
260.119 83.5742 2.15E-15 63 72 0.3 3.92E-18 -0.74953 0.070442
178.038 82.3242 3E-08 84 110 0.458333 9.91E-10 0.723553 0.107226
275.468 84.1406 2.69E-20 61 70 0.291667 7.7E-24 -1.02328 0.076955
368.557 84.4531 1.82E-07 70 86 0.358333 1.35E-08 0.686959 0.111028
172.254 80.2539 7.71E-09 17 19 0.079167 1.12E-10 -1.06386 0.147677
376.027 84.6289 1.92E-06 84 108 0.45 2.23E-07 -0.5276 0.094862
428.05 86.1523 3.25E-07 57 68 0.283333 3.68E-08 0.646813 0.108396
440.698 85.6445 2.19E-13 71 88 0.366667 2.18E-15 0.746915 0.079562
98.3016 79.4922 4.37E-11 23 25 0.104167 1.39E-13 -1.17947 0.137782
624.655 85.3516 4.16E-09 39 45 0.1875 1.96E-10 0.849784 0.119891
300.349 83.457 2.61E-07 81 104 0.433333 1.7E-08 0.532051 0.086693
325.613 85.2148 1.38E-15 40 44 0.183333 4.89E-18 0.886157 0.083627
138.96 81.0938 5.22E-11 86 118 0.491667 3.02E-13 0.650521 0.077387
241.066 84.3164 2.15E-06 14 14 0.058333 2.43E-07 1.05401 0.190157
134.499 81.7969 1.69E-25 64 75 0.3125 7.8E-31 1.06183 0.06329
195.865 82.1289 1.18E-07 42 46 0.191667 5E-09 0.645544 0.10082
325.584 82.7539 2.08E-20 64 82 0.341667 2.38E-24 -0.81678 0.060321
229.131 84.0039 3.58E-23 48 59 0.245833 2.69E-27 -0.89722 0.059904
60.7559 78.1836 1.16E-05 58 69 0.2875 6.93E-07 0.549412 0.103663
305.108 82.9688 1.67E-06 14 16 0.066667 1.43E-07 1.1545 0.203846
234.822 81.9922 6.81E-06 13 13 0.054167 6.63E-07 -1.01599 0.19133
170.814 81.4258 6.56E-06 37 42 0.175 5.79E-07 0.515592 0.096518
263.468 83.5742 4.09E-08 61 69 0.2875 1.92E-09 -0.57852 0.087548
417.743 84.8438 3.04E-10 73 97 0.404167 7.97E-12 -0.55259 0.071342
285.928 83.3008 4.29E-07 29 31 0.129167 2.99E-08 0.589851 0.098092
856.634 87.5977 1.79E-11 13 13 0.054167 6.74E-13 -1.5844 0.192165
92.9903 80.1172 6.21E-06 21 21 0.0875 4.38E-07 0.646356 0.119543
204.054 84.8438 7.49E-06 75 87 0.3625 1.14E-06 -0.43448 0.083848
333.701 84.9219 2.63E-07 45 55 0.229167 2.28E-08 0.559974 0.092214
283.838 83.0859 8.56E-13 42 50 0.208333 4.16E-15 0.921566 0.09953
404.289 86.2695 1.44E-06 80 103 0.429167 2.1E-07 0.708749 0.127114
568.284 87.1875 2.88E-07 75 94 0.391667 3.86E-08 0.6698 0.112452
159.908 81.1914 1.8E-10 78 109 0.454167 1.42E-12 -0.81584 0.100788
252.325 81.9336 2.77E-06 50 59 0.245833 2.21E-07 -0.64697 0.116268
368.192 84.5508 4.79E-07 32 38 0.158333 4.32E-08 -0.84457 0.142379
327.037 84.5312 9.58E-07 43 51 0.2125 9.71E-08 0.625107 0.108703
283.142 84.043 1.58E-07 75 96 0.4 1.06E-08 0.523203 0.083836
757.157 86.2891 1.22E-12 78 105 0.4375 2.01E-14 0.832164 0.093018
284 83.9648 3.98E-06 23 23 0.095833 4.75E-07 -0.70674 0.131177
406.405 84.375 5.21E-07 30 31 0.129167 4.61E-08 0.798319 0.134918
175.586 84.3945 2.57E-16 42 49 0.204167 4.61E-19 0.797878 0.072099
297.513 83.8281 1.22E-11 54 63 0.2625 1.3E-13 -0.90265 0.105273
341.399 85.0977 2.64E-10 71 90 0.375 7.27E-12 0.664734 0.085614
278.879 83.0273 3.09E-11 47 61 0.254167 3.03E-13 0.810413 0.096417
327.962 85.4883 2E-06 88 120 0.5 2.71E-07 -0.49859 0.09036
309.834 83.2422 9.26E-10 39 44 0.183333 1.91E-11 -0.82573 0.109112
400.828 86.4844 2.48E-07 45 50 0.208333 2.85E-08 0.532442 0.088397
358.522 84.7852 1.97E-09 75 103 0.429167 7.08E-11 0.486255 0.066623
469.62 85.7031 5.49E-07 82 98 0.408333 6.22E-08 0.416576 0.071205
335.289 84.5508 1.49E-09 65 76 0.316667 4.78E-11 -0.57007 0.077251
360.327 82.7734 5.07E-06 22 24 0.1 5.26E-07 -0.47267 0.088113
372.899 84.3164 5.76E-08 20 22 0.091667 3.38E-09 -1.0158 0.156593
311.765 82.7539 5.77E-10 14 16 0.066667 9.43E-12 -1.49599 0.193991
326.155 85.3711 5.04E-07 44 52 0.216667 5.31E-08 0.616679 0.104773
409.511 84.8047 2.6E-06 24 24 0.1 3.28E-07 0.70179 0.128219
422.189 87.6758 7.47E-10 80 103 0.429167 4.82E-11 -0.93163 0.126276
178.469 82.2656 8.4E-06 77 108 0.45 8.92E-07 0.52007 0.099237
318.372 82.9883 2.11E-13 17 17 0.070833 7.44E-16 -1.93431 0.201481
393.503 83.3789 5.78E-17 91 116 0.483333 4.72E-20 1.01089 0.087733
195.964 80.8789 6.6E-06 70 86 0.358333 5.34E-07 -0.49159 0.091705
244.588 83.8672 5.16E-06 10 11 0.045833 6.36E-07 0.973542 0.183002
268.591 84.2773 1.2E-06 78 87 0.3625 1.22E-07 -0.69142 0.121312
98.0604 80.6055 2.02E-06 24 29 0.120833 1.19E-07 -0.87683 0.153683
290.067 80.918 1.52E-09 14 16 0.066667 1.81E-11 -1.35194 0.178386
208.942 81.1719 4.6E-10 71 95 0.395833 4.48E-12 0.744842 0.094732
136.155 80.8008 2.56E-14 48 52 0.216667 2.24E-17 -1.09667 0.106531
297.785 82.4609 4.41E-07 54 60 0.25 2.63E-08 0.762533 0.126212
203.173 84.9219 5.81E-11 54 66 0.275 1.17E-12 -0.91958 0.11305
432.18 85.918 2.22E-06 27 29 0.120833 3.27E-07 0.664135 0.121316
460.271 85.5469 5.8E-07 44 49 0.204167 6.46E-08 0.831538 0.142335
326.863 84.3359 1.57E-06 76 99 0.4125 1.68E-07 -0.58616 0.104179
390.503 84.2383 3.15E-20 75 103 0.429167 9.86E-24 0.867619 0.0655
331.936 82.5781 2.19E-10 47 59 0.245833 2.77E-12 0.535241 0.067244
287.903 83.6523 4.66E-06 62 76 0.316667 5.45E-07 -0.56357 0.105224
313.959 83.8086 2.17E-08 59 76 0.316667 9.5E-10 -0.72565 0.107395
356.023 84.1602 8.01E-29 87 105 0.4375 5.86E-34 1.12065 0.060749
337.008 83.1445 1.08E-25 87 105 0.4375 1.36E-30 1.13697 0.068284
468.969 87.7539 2.63E-06 65 84 0.35 5.25E-07 -0.59319 0.110578
142.821 80.2734 8.98E-06 41 45 0.1875 7.09E-07 0.785573 0.148369
151.511 80.7812 3.21E-06 45 49 0.204167 2.17E-07 -0.83345 0.149673
400.793 85.1367 2.34E-31 84 111 0.4625 1.46E-36 1.142 0.05737
375.227 84.5508 6.24E-07 86 117 0.4875 5.89E-08 0.516219 0.088052
376.361 84.4531 2.48E-24 84 111 0.4625 1.56E-28 0.892502 0.057226
365.628 85.4297 1.5E-14 87 114 0.475 8.72E-17 -0.76377 0.076185
428.676 86.0742 3.64E-06 19 23 0.095833 5.93E-07 -0.68046 0.127518
661.978 87.5586 1.1E-06 92 118 0.491667 1.9E-07 -0.61876 0.110524
276.511 82.5586 1.89E-14 51 57 0.2375 3.38E-17 -0.95953 0.093954
214.081 77.0117 4.33E-17 14 14 0.058333 9.45E-22 -1.87943 0.15266
292.447 83.8672 3.75E-08 50 57 0.2375 1.85E-09 -0.75509 0.114129
279.854 83.2227 4.29E-06 51 59 0.245833 4.62E-07 0.622227 0.115346
227.336 80.957 6.9E-08 66 81 0.3375 2E-09 0.589192 0.08928
221.366 83.4766 3.36E-12 37 42 0.175 2.47E-14 -0.90779 0.101939
375.497 85.5273 1.4E-10 75 103 0.429167 3.9E-12 0.554349 0.070251
414.618 83.5547 4.29E-06 20 21 0.0875 4.87E-07 -0.89504 0.166295
280.981 82.3047 1.92E-20 54 63 0.2625 1.62E-24 -1.06472 0.078168
262.494 81.3867 4.15E-14 54 63 0.2625 5.28E-17 -0.94621 0.093457
271.904 80.4688 3.63E-06 26 28 0.116667 2.39E-07 0.714659 0.12885
392.222 83.4766 1.72E-06 65 82 0.341667 1.62E-07 -0.51895 0.092088
382.228 85.5273 1.79E-06 75 103 0.429167 2.39E-07 0.384677 0.069363
273.752 81.9531 3.3E-07 44 56 0.233333 1.67E-08 0.682988 0.111225
371.297 81.0938 7.92E-16 32 35 0.145833 3.55E-19 -1.19283 0.107281
312.438 81.9727 6.75E-08 76 97 0.404167 2.45E-09 -0.57376 0.087518
414.099 86.0156 7.17E-08 56 66 0.275 6.23E-09 0.464741 0.073126
336.241 83.9062 1.09E-10 85 104 0.433333 1.8E-12 0.632476 0.0786
296.221 83.9258 1.61E-07 29 31 0.129167 1.05E-08 0.732883 0.117419
512.174 85.8594 2.51E-06 43 48 0.2 3.73E-07 0.648391 0.119102
652.618 87.0508 7.28E-08 83 107 0.445833 7.79E-09 -0.60527 0.095967
370.077 84.1406 5.39E-07 77 104 0.433333 4.6E-08 0.591477 0.099947
405.583 85.5859 1.56E-06 84 110 0.458333 2.05E-07 0.374728 0.067147
291.387 84.1211 1.12E-06 62 79 0.329167 1.09E-07 0.545175 0.095243
697.715 88.6523 4.26E-21 55 74 0.308333 1.32E-23 -1.10494 0.0838
386.038 85.6836 2.19E-09 86 117 0.4875 1.01E-10 -0.67169 0.092954
214.686 82.4609 1.18E-08 49 59 0.245833 3.31E-10 -0.60292 0.086397
449.402 86.5625 7.74E-20 74 87 0.3625 1.1E-22 0.826333 0.064812
352.995 82.0703 2.98E-10 91 116 0.483333 3.46E-12 0.716137 0.090475
229.692 82.6367 2.57E-06 35 38 0.158333 2.27E-07 -0.66578 0.119794
175.681 81.3281 3.36E-06 87 109 0.454167 2.52E-07 -0.44749 0.08086
339.227 83.2812 1.4E-08 75 103 0.429167 4.97E-10 0.518707 0.075249
165.553 81.6602 7.02E-25 76 106 0.441667 3.98E-30 -0.92688 0.056483
851.777 88.3984 1.38E-16 77 103 0.429167 1.43E-18 0.786172 0.072519
350.583 81.582 1.58E-07 91 116 0.483333 6.34E-09 0.693606 0.109203
342.161 81.3672 1.14E-09 92 117 0.4875 1.44E-11 0.811214 0.106393
366.743 82.7734 3.61E-08 91 116 0.483333 1.38E-09 0.466223 0.069811
553.677 86.5625 4.28E-11 82 113 0.470833 1.34E-12 -0.6953 0.085773
204.536 80.957 2.21E-06 60 72 0.3 1.41E-07 -0.63504 0.112085
478.921 86.2695 3.17E-06 41 44 0.183333 5.2E-07 -0.48902 0.09112
361.506 82.4023 7.94E-10 91 116 0.483333 1.25E-11 0.762178 0.099579
345.841 84.5312 3.49E-08 76 103 0.429167 1.96E-09 0.631646 0.095662
175.738 81.7578 9.9E-07 77 102 0.425 6.13E-08 -0.52226 0.089217
173.064 82.9102 2.24E-08 77 105 0.4375 8.01E-10 -0.74965 0.110361
380.96 84.1211 1.09E-07 28 30 0.125 6.91E-09 -0.84017 0.132663
296.984 85.4883 6.99E-08 70 92 0.383333 5.43E-09 0.429619 0.067284
363.927 84.4922 2.99E-06 76 103 0.429167 3.69E-07 0.525649 0.096513
465.514 85.5469 3.73E-09 82 98 0.408333 1.81E-10 -0.71688 0.100903
386.941 84.043 3.17E-07 62 68 0.283333 2.41E-08 -0.74177 0.122385
185.06 82.3438 2.25E-06 91 116 0.483333 1.84E-07 -0.59691 0.106476
595.986 86.582 1.4E-06 58 71 0.295833 2.14E-07 0.580992 0.104279
666.524 87.7344 9.69E-08 75 94 0.391667 1.23E-08 0.59658 0.096112
210.8 82.2461 8.52E-08 87 115 0.479167 3.45E-09 0.515879 0.079578
404.36 83.7891 2E-07 54 69 0.2875 1.33E-08 0.546542 0.088274
198.424 80.8594 3.89E-06 49 59 0.245833 2.78E-07 -0.43458 0.078848
360.163 84.3945 3.19E-13 84 111 0.4625 2.11E-15 0.701184 0.074645
157.596 82.7344 1.12E-06 57 68 0.283333 8.5E-08 0.506739 0.087665
140.16 83.1445 2.04E-07 73 88 0.366667 1.19E-08 0.670512 0.107897
301.759 82.9492 2.85E-12 85 119 0.495833 1.68E-14 0.781695 0.087023
193.128 83.0859 1.46E-10 80 104 0.433333 2E-12 0.60035 0.074799
292.916 83.9453 6.27E-07 46 58 0.241667 5.31E-08 0.767704 0.130431
135.751 82.4805 1.67E-13 74 89 0.370833 4.57E-16 0.823141 0.084885
272.038 84.5898 2.95E-08 68 82 0.341667 1.63E-09 -0.51394 0.077372
373.102 84.2969 1.4E-08 25 27 0.1125 6.34E-10 -0.72607 0.106119
193.014 82.3047 6.1E-06 57 66 0.275 6.1E-07 -0.67065 0.125836
117.05 82.0898 9.34E-08 44 50 0.208333 3.72E-09 0.729534 0.112825
350.49 84.8242 3.21E-06 37 39 0.1625 4.23E-07 0.861757 0.159148
361.138 83.3398 1.79E-06 24 25 0.104167 1.66E-07 -0.85474 0.151845
420.754 84.1992 2.04E-10 36 39 0.1625 4.15E-12 0.690281 0.087617
254.554 82.7148 9.04E-13 31 34 0.141667 3.86E-15 -1.14448 0.123404
165.92 83.1836 6.91E-06 56 69 0.2875 8.12E-07 -0.46157 0.087707
424.386 86.3477 7.33E-08 68 95 0.395833 6.84E-09 -0.63203 0.099763
159.21 85.0391 5.61E-06 12 13 0.054167 8.39E-07 -1.07548 0.20466
200.2 83.9844 8.69E-06 80 105 0.4375 1.2E-06 0.399102 0.077192
385.197 85 5.17E-07 16 16 0.066667 5.11E-08 1.15195 0.195439
135.066 80.6836 3.45E-13 48 52 0.216667 5.3E-16 -1.03839 0.10741
370.03 82.8711 5.13E-07 13 13 0.054167 3.41E-08 -0.96239 0.16083
131.62 81.4844 6.17E-06 65 82 0.341667 5.43E-07 -0.42461 0.079264
132.462 81.9727 3.59E-10 73 88 0.366667 4.22E-12 0.713984 0.090665
178.983 83.9648 1.03E-07 71 86 0.358333 6.28E-09 -0.60135 0.094648
187.093 82.5586 1.45E-10 80 103 0.429167 1.68E-12 -0.62967 0.078114
171.759 83.9062 2.37E-06 57 68 0.283333 2.55E-07 -0.39146 0.070771
195.23 84.5508 3.76E-10 81 98 0.408333 9.43E-12 -0.66424 0.086137
407.072 84.9219 2.49E-06 79 103 0.429167 3.19E-07 -0.39517 0.072109
386.48 84.9219 1.94E-07 76 99 0.4125 1.59E-08 -0.46004 0.074789
429.031 84.9609 5.94E-07 43 46 0.191667 5.98E-08 0.877657 0.14979
282.342 81.9531 3.49E-08 23 24 0.1 1.09E-09 -1.02643 0.152585
431.543 85.2344 1.63E-07 47 55 0.229167 1.38E-08 -0.60252 0.097464
186.787 84.3555 2.91E-07 35 36 0.15 2.31E-08 -0.82599 0.136082
385.049 84.9414 1.95E-11 47 57 0.2375 3.27E-13 0.688248 0.08203
403.97 84.2578 5.79E-08 62 71 0.295833 3.36E-09 0.582629 0.089799
306.442 84.4727 1.42E-07 24 25 0.104167 1.01E-08 -0.85772 0.137221
89.1667 69.8242 2.64E-08 12 15 0.0625 2.64E-11 -1.15648 0.154168
226.706 83.8867 1.25E-15 60 69 0.2875 2.38E-18 -0.94843 0.088312
401.154 84.6289 2.91E-17 68 94 0.391667 3.95E-20 -0.82433 0.071321
111.055 82.9492 1.55E-08 19 19 0.079167 5.2E-10 1.36683 0.198562
251.674 80.918 6.14E-06 39 43 0.179167 4.92E-07 -0.69096 0.128438
314.715 83.3789 3.59E-22 73 91 0.379167 2.73E-26 0.992443 0.068532
128.853 81.6211 4.55E-12 64 81 0.3375 1.82E-14 -0.608 0.067811
246.907 81.6211 6.85E-08 68 82 0.341667 2.3E-09 -0.52765 0.080325
183.639 82.9883 1.02E-05 37 40 0.166667 1.25E-06 -0.77226 0.149631
296.171 84.375 2.26E-08 50 65 0.270833 1.13E-09 0.707079 0.105232
138.606 82.5586 9.12E-18 71 84 0.35 3.31E-21 -0.92787 0.076955
320.933 86.0938 6.27E-07 62 76 0.316667 7.78E-08 -0.62546 0.10783
136.778 82.2461 6.3E-11 73 88 0.366667 5.55E-13 0.756016 0.091262
244.384 83.1445 1.85E-08 33 35 0.145833 6.72E-10 -0.68447 0.10022
90.6373 70.0391 8.84E-07 12 14 0.058333 4.1E-09 -0.89217 0.138423
267.624 82.5586 2.75E-07 15 16 0.066667 1.52E-08 1.21154 0.196623
377.81 84.1211 1.25E-21 26 27 0.1125 1.99E-25 -1.46843 0.104438
352.811 85.918 3.93E-12 67 78 0.325 6.9E-14 -0.8148 0.093646
175.247 83.6914 3.57E-25 75 100 0.416667 8.78E-30 0.995447 0.061323
175.278 81.9727 5.85E-12 90 113 0.470833 2.82E-14 0.860345 0.096892
192.192 84.0039 6.21E-11 76 93 0.3875 9.52E-13 -0.83318 0.101913
269.793 82.7148 8.73E-09 81 99 0.4125 2.46E-10 -0.36828 0.052308
193.791 84.082 2.49E-08 40 46 0.191667 1.19E-09 -0.71877 0.107126
435.156 85.9961 4.88E-30 28 29 0.120833 1.12E-34 -1.59203 0.084483
286.052 82.5977 7.73E-07 25 27 0.1125 5.31E-08 -0.64621 0.109789
363.784 86.0547 1.25E-10 22 23 0.095833 3.98E-12 1.23739 0.156894
334.52 84.707 6.96E-12 69 82 0.341667 8.99E-14 -0.97675 0.112941
134.132 81.9531 2.15E-12 75 90 0.375 8.29E-15 -0.92469 0.101362
439.084 84.5703 8.32E-08 82 98 0.408333 5.5E-09 0.639252 0.100162
430.057 85.0195 1.5E-06 77 101 0.420833 1.79E-07 0.441827 0.078731
217.352 81.5039 4.28E-08 43 52 0.216667 1.26E-09 0.777929 0.116168
225.066 83.3203 2.33E-06 15 20 0.083333 2.26E-07 0.835728 0.150349
312.709 82.3828 9.84E-10 17 17 0.070833 1.61E-11 -1.52856 0.201069
420.089 86.0352 1.24E-07 75 102 0.425 1.18E-08 0.545337 0.087719
188.215 83.8086 3.2E-06 41 47 0.195833 3.58E-07 -0.43575 0.079901
292.982 85.1367 2.88E-06 16 16 0.066667 3.91E-07 0.789783 0.14537
310.882 82.1484 3.15E-06 17 17 0.070833 2.68E-07 -1.19633 0.216721
184.673 83.8477 8.93E-07 33 35 0.145833 7.93E-08 -0.61948 0.106877
554.103 86.9727 6.37E-08 28 33 0.1375 6.58E-09 0.912576 0.14386
167.124 81.6797 2.79E-13 76 106 0.441667 6.15E-16 -0.95971 0.099573
704.999 87.5781 1.39E-12 55 71 0.295833 3.64E-14 -0.49021 0.055528
275.423 84.082 1.17E-06 15 15 0.0625 1.14E-07 0.847897 0.148388
281.701 83.9062 5.89E-07 76 102 0.425 4.89E-08 0.482804 0.081775
281.537 84.3945 6.55E-08 82 106 0.441667 4E-09 0.575515 0.089217
489.101 84.1406 1.63E-06 19 20 0.083333 1.7E-07 -1.04209 0.185316
524.847 86.8945 1.28E-07 13 13 0.054167 1.45E-08 -0.91706 0.148584
368.44 85.4297 2.91E-07 44 55 0.229167 2.83E-08 -0.48927 0.081201
526.991 85.9961 2.26E-06 18 19 0.079167 3.38E-07 0.654077 0.119653
385.636 83.8281 2.4E-06 85 111 0.4625 2.56E-07 -0.49509 0.089515
429.316 85.5859 1.08E-10 76 95 0.395833 2.93E-12 -0.56596 0.071204
167.198 82.5391 7.33E-06 34 35 0.145833 7.89E-07 0.691245 0.131182
479.357 86.5039 1.74E-06 46 53 0.220833 2.71E-07 -0.331 0.059994
260.597 84.4141 1.45E-06 14 14 0.058333 1.56E-07 1.22272 0.216642
230.022 83.1445 2.79E-10 68 81 0.3375 4.4E-12 -0.74718 0.094985
231.171 84.8828 9.77E-07 81 115 0.479167 1.06E-07 0.31581 0.0551
345.098 86.9141 5.26E-22 39 44 0.183333 4.32E-25 0.953401 0.068601
336.847 83.7695 3.34E-13 44 55 0.229167 1.75E-15 -0.96669 0.102504
333.862 84.5312 3.1E-06 55 64 0.266667 3.88E-07 0.424154 0.078042
509.03 85.625 3.35E-08 86 115 0.479167 2.37E-09 -0.60352 0.091963
528.454 86.9727 7.29E-08 44 50 0.208333 7.69E-09 -0.43611 0.069116
354.966 84.1016 1.43E-11 42 45 0.1875 1.71E-13 1.14947 0.134925
362.496 84.0625 4.46E-13 42 45 0.1875 2.77E-15 -0.80667 0.086364
229.453 81.7969 1.68E-07 28 33 0.1375 7.15E-09 -0.39404 0.062293
211.475 81.9141 1.63E-06 21 23 0.095833 1.16E-07 -1.06585 0.186641
357.768 84.4531 5.47E-06 31 31 0.129167 7.46E-07 0.685623 0.129791
495.199 84.6484 5.56E-07 80 97 0.404167 5.23E-08 -0.64283 0.109158
345.884 85.2734 1.83E-06 92 120 0.5 2.35E-07 0.416732 0.075092
319.046 84.375 1E-06 35 38 0.158333 1E-07 -0.80558 0.140246
385.604 85.6641 1.38E-06 67 82 0.341667 1.8E-07 0.624153 0.111243
436.212 84.1602 7.9E-08 69 82 0.341667 4.75E-09 0.539682 0.084145
436.226 85.0391 2.38E-10 56 69 0.2875 6.34E-12 0.519975 0.066729
275.749 84.8633 1.17E-13 55 64 0.266667 7.76E-16 -1.00571 0.104847
553.798 85.8789 1.16E-06 41 48 0.2 1.52E-07 -0.63503 0.112418
332.762 84.8438 1.16E-13 44 54 0.225 7.59E-16 0.970471 0.101127
272.015 84.0625 4.44E-12 21 22 0.091667 4.24E-14 -1.36608 0.155271
219.552 80.8398 5.69E-07 52 58 0.241667 2.61E-08 -0.73564 0.121734
336.217 83.1641 2.54E-19 88 117 0.4875 6.23E-23 -1.09063 0.084768
394.96 87.3047 3.22E-08 44 53 0.220833 3.23E-09 -0.75974 0.116942
373.419 84.4336 5.81E-08 57 63 0.2625 3.5E-09 -0.86325 0.133236
168.952 81.9336 9.09E-06 37 39 0.1625 9.32E-07 -0.63963 0.122294
480.262 86.2695 2.88E-06 89 111 0.4625 4.66E-07 0.677756 0.125685
490.789 87.0703 9.18E-07 74 90 0.375 1.42E-07 0.437076 0.077165
419.609 85.1172 4.13E-07 74 93 0.3875 4.02E-08 -0.60828 0.10227
402.282 84.9023 2.58E-08 79 99 0.4125 1.49E-09 0.558172 0.083792
343.064 84.3555 4.14E-06 26 27 0.1125 5.29E-07 0.571168 0.106503
359.903 85.8008 1.68E-07 45 54 0.225 1.6E-08 -0.645 0.104862
327.05 84.1797 2.52E-08 11 12 0.05 1.23E-09 -1.58419 0.236392
325.179 83.457 2.32E-06 69 84 0.35 2.3E-07 -0.64559 0.116227
331.933 84.7852 7.28E-22 58 69 0.2875 1.62E-25 1.04899 0.074375
346.794 85.0195 8.58E-08 11 12 0.05 6.26E-09 -1.92452 0.302869
437.606 85.9766 9.27E-07 54 63 0.2625 1.2E-07 -0.51174 0.08973
305.07 84.0234 3.23E-07 48 59 0.245833 2.45E-08 0.695822 0.114878
388.206 84.1406 1.71E-15 33 35 0.145833 3.87E-18 -1.09507 0.102892
347.201 86.2891 2.93E-06 44 54 0.225 4.77E-07 0.76157 0.141375
425.411 86.0352 8.04E-16 34 36 0.15 3.76E-18 -1.35886 0.127606
493.167 86.4453 9.86E-08 61 70 0.291667 9.8E-09 -0.66033 0.105531
284.069 83.0664 3.83E-06 70 79 0.329167 3.94E-07 0.606694 0.111702
284.448 84.4141 8.71E-11 20 21 0.0875 1.61E-12 -1.231 0.152551
279.299 84.0625 3.08E-06 20 21 0.0875 3.57E-07 -1.09612 0.200971
330.07 83.2812 1.08E-06 39 44 0.183333 8.96E-08 -0.48972 0.084893
263.334 84.4141 2.7E-11 83 114 0.475 4.04E-13 -0.73138 0.087617
349.812 84.8828 2.52E-06 76 101 0.420833 3.21E-07 -0.59517 0.108633
263.631 84.6484 2.44E-17 83 114 0.475 3.24E-20 0.92263 0.079553
539.303 87.168 1.23E-14 78 100 0.416667 1.41E-16 0.713651 0.071872
611.354 87.9492 8.32E-08 53 61 0.254167 1.08E-08 0.864089 0.138567
357.27 84.0625 4.61E-06 37 41 0.170833 5.75E-07 0.549275 0.102791
253.61 82.8711 2.31E-15 54 63 0.2625 3.09E-18 -0.99632 0.093221
370.081 85.4492 1.1E-10 36 41 0.170833 2.88E-12 0.684663 0.086098
278.784 83.1836 6.43E-07 50 55 0.229167 4.75E-08 0.618172 0.104585
427.21 85.5469 2.04E-06 18 18 0.075 2.79E-07 -0.91043 0.165201
276.718 84.1016 2.04E-06 29 29 0.120833 2.2E-07 -0.53236 0.095656
504.619 85.8594 1.1E-18 42 47 0.195833 1.62E-21 -0.98316 0.080576
273.422 82.3633 8.88E-10 43 54 0.225 1.42E-11 0.47554 0.062336
208.936 80.8594 1.59E-11 23 25 0.104167 6.42E-14 0.632791 0.072607
272.581 84.5898 8.62E-07 82 114 0.475 8.66E-08 0.391666 0.067806
397.193 83.9844 2.22E-07 74 94 0.391667 1.56E-08 0.535887 0.087049
232.497 82.2852 2.19E-08 89 115 0.479167 6.71E-10 -0.30809 0.045107
498.734 86.4453 5.44E-10 78 104 0.433333 2.44E-11 0.737237 0.098066
609.612 89.6875 1.35E-10 89 120 0.5 1.19E-11 -0.73945 0.096474
302.539 83.8477 1.07E-06 69 88 0.366667 9.83E-08 -0.347 0.06037
205.814 79.3555 2.09E-07 38 41 0.170833 5.5E-09 0.563913 0.088359
477.537 86.9531 7.96E-07 89 108 0.45 1.19E-07 0.591994 0.103758
471.017 86.3867 3.77E-06 37 37 0.154167 6.47E-07 0.680306 0.127973
304.899 83.6914 4.96E-06 65 81 0.3375 5.92E-07 0.319255 0.059821
244.663 83.2617 3.34E-13 62 80 0.333333 1.44E-15 -0.59352 0.062674
326.558 82.207 8.69E-07 43 49 0.204167 5.69E-08 -0.77442 0.131919
303.983 83.0664 1.89E-06 36 39 0.1625 1.68E-07 -0.80303 0.142736
439.915 86.0156 1.76E-06 32 34 0.141667 2.54E-07 -0.64256 0.11615
530.202 86.8359 1.1E-08 86 113 0.470833 8.52E-10 0.505793 0.074604
331.743 84.1211 7.24E-07 67 75 0.3125 6.5E-08 0.736652 0.126122
352.228 86.8555 1.02E-08 48 55 0.229167 7.84E-10 -0.79582 0.117078
597.303 88.5938 7.1E-23 42 47 0.195833 1.26E-25 1.20711 0.085267
501.548 87.5195 1.48E-07 73 87 0.3625 1.91E-08 -0.53463 0.087484
448.443 84.9023 8.53E-09 81 98 0.408333 4.07E-10 -0.61543 0.088743
380.19 83.457 7.01E-10 37 39 0.1625 1.45E-11 0.793349 0.104066
284.708 83.6328 2.53E-06 51 58 0.241667 2.63E-07 0.500044 0.090519
667.601 89.4727 1.31E-06 14 14 0.058333 3.11E-07 1.22957 0.224131
251.252 83.2031 5.69E-06 37 42 0.175 6.45E-07 0.591141 0.111186
309.361 82.8906 4.66E-06 71 83 0.345833 4.84E-07 0.700184 0.13006
230.31 82.3633 1.83E-06 79 102 0.425 1.44E-07 0.643858 0.11372
301.456 84.7656 7.35E-07 20 21 0.0875 7.42E-08 0.976676 0.168071
557.026 87.1289 1.18E-12 42 47 0.195833 2.6E-14 -1.07167 0.120472
310.651 82.6367 4.46E-08 24 28 0.116667 1.72E-09 0.89201 0.134523
691.341 89.5508 8E-09 67 91 0.379167 1.08E-09 0.520931 0.077403
222.841 82.5586 3.54E-06 59 72 0.3 3.29E-07 0.567199 0.10364
228.003 83.5938 1.68E-10 49 58 0.241667 2.74E-12 -0.58831 0.073886
221.56 80.8398 2.38E-07 64 80 0.333333 8.9E-09 -0.5916 0.094232
221.416 80.5664 2.38E-17 54 64 0.266667 3.54E-21 -0.81749 0.067877
314.499 84.9805 2.57E-11 53 64 0.266667 4.57E-13 0.540725 0.064968
518.069 87.8516 3.91E-12 24 24 0.1 1.29E-13 1.1851 0.138192
230.14 83.2227 2.2E-08 22 26 0.108333 8.44E-10 -1.008 0.148635
380.29 83.0273 1.34E-10 37 40 0.166667 1.76E-12 0.759557 0.094341
448.218 83.8281 3.12E-17 78 104 0.433333 2.84E-20 0.846483 0.072822
391.676 83.3789 4.19E-11 47 57 0.2375 4.89E-13 0.818783 0.098539
283.604 83.6719 2.32E-07 90 114 0.475 1.54E-08 0.682521 0.110827
381.332 78.6328 9.18E-21 16 17 0.070833 5.35E-26 1.64117 0.114462
274.886 83.2031 1.29E-16 76 91 0.379167 1.13E-19 0.953449 0.084022
470.611 86.0938 4.86E-13 45 51 0.2125 6.49E-15 0.894846 0.097573
230.086 82.5 1.06E-06 22 24 0.1 7.66E-08 0.990864 0.170728
480.77 86.7969 7.19E-09 53 60 0.25 5.19E-10 0.634888 0.092225
433.431 85.332 3.71E-07 21 22 0.091667 3.69E-08 -0.71177 0.119291
427.989 85.2148 1.86E-16 47 58 0.241667 4.68E-19 0.995137 0.089948
591.451 88.9648 2.19E-07 68 91 0.379167 3.88E-08 -0.66574 0.111785
329.459 84.4922 4.94E-08 16 17 0.070833 2.93E-09 -1.24464 0.190964
190.977 80.1562 1.66E-06 62 81 0.3375 8.55E-08 0.483483 0.083661
250.785 84.7656 7.18E-06 58 73 0.304167 1.08E-06 0.403976 0.077745
555.959 88.0859 1.55E-06 86 114 0.475 3.04E-07 -0.56023 0.102033
197.251 80.7812 1.58E-10 87 117 0.4875 1.06E-12 -0.57986 0.071117
142.105 79.0625 8.21E-09 39 44 0.183333 8.77E-11 -0.70567 0.097277
553.816 85.5859 6.84E-09 82 108 0.45 3.7E-10 -0.66881 0.096158
296.997 83.1836 8.12E-19 52 59 0.245833 2.55E-22 -1.26333 0.10044
470.827 86.8164 3.12E-08 47 58 0.241667 2.82E-09 0.55161 0.084525
376.364 85.4688 2.08E-06 59 70 0.291667 2.82E-07 -0.53685 0.097463
270.067 82.8125 2.99E-18 77 99 0.4125 9.89E-22 1.04749 0.085147
284.987 83.0273 2.77E-06 63 75 0.3125 2.65E-07 0.570759 0.10335
506.278 85.5664 3.9E-18 85 111 0.4625 6.05E-21 -0.83376 0.069856
423.687 85.0781 3.83E-06 64 80 0.333333 5.4E-07 0.479065 0.089407
269.055 81.7383 2.04E-06 36 39 0.1625 1.47E-07 -0.59647 0.10544
199.969 78.3594 4.27E-06 65 81 0.3375 2.02E-07 -0.57577 0.103098
449.477 84.5508 8.16E-07 81 98 0.408333 8.07E-08 -0.60303 0.104111
565.384 88.7305 1.64E-06 65 85 0.354167 3.56E-07 -0.56866 0.104259
407.882 86.7773 1.23E-09 45 48 0.2 6.77E-11 0.849029 0.116182
234.565 81.3086 8.63E-12 66 92 0.383333 3.56E-14 -0.65612 0.074283
236.503 82.2656 7.83E-06 61 73 0.304167 8.19E-07 0.535779 0.101846
204.147 81.7188 2.1E-11 86 116 0.483333 1.22E-13 -0.68245 0.079476
286.521 85.4688 1.63E-08 83 117 0.4875 9.91E-10 0.401252 0.059463
449.133 85.2148 2.53E-06 30 34 0.141667 3.41E-07 0.870063 0.15921
304.519 84.7852 1.21E-10 77 93 0.3875 2.66E-12 -0.77056 0.096702
269.528 81.25 4.83E-17 52 59 0.245833 1.23E-20 -1.15978 0.098355
580.696 87.7148 6.25E-14 81 105 0.4375 1.11E-15 -0.637 0.066909
271.205 82.9492 9.66E-07 56 62 0.258333 7.4E-08 -0.67446 0.116054
404.419 85.1758 1.31E-06 28 29 0.120833 1.56E-07 0.655438 0.116144
571.611 87.4414 5.62E-12 78 98 0.408333 1.71E-13 0.6101 0.071612
201.768 81.0742 3.36E-07 51 62 0.258333 1.43E-08 -0.68421 0.110801
540.986 87.3438 2.23E-29 83 110 0.458333 2.06E-33 1.11363 0.061358
495.227 87.8711 2.6E-08 45 51 0.2125 2.85E-09 -0.66404 0.101794
172.312 79.7461 1.56E-06 46 57 0.2375 7.33E-08 0.536656 0.092311
486.183 86.4844 7.53E-09 47 58 0.241667 5.09E-10 0.605181 0.087861
304 84.4336 7.65E-25 77 99 0.4125 3.84E-29 0.993469 0.062462
470.054 86.1914 5.17E-16 47 58 0.241667 2.41E-18 1.01177 0.094233
572.605 88.5742 1.04E-06 85 100 0.416667 2.1E-07 -0.33882 0.060767
522.103 86.0352 7.42E-07 37 41 0.170833 9.35E-08 0.569055 0.098811
293.738 83.8867 6.33E-10 43 53 0.220833 1.45E-11 0.453098 0.059432
154.928 79.1211 4.41E-06 78 99 0.4125 2.41E-07 0.537506 0.096943
275.177 83.1641 1.49E-25 77 99 0.4125 2.03E-30 -0.96381 0.058197
479.146 84.4727 4.04E-08 73 85 0.354167 2.3E-09 -0.81203 0.123619
253.303 81.4062 1.05E-07 47 53 0.220833 3.72E-09 0.67668 0.104645
241.048 84.0234 1.36E-08 78 94 0.391667 5.73E-10 -0.59906 0.087284
438.758 84.4531 1.28E-08 17 18 0.075 5.92E-10 -1.39259 0.203104
445.911 85.8594 2.64E-10 73 87 0.3625 9E-12 -0.85638 0.110916
277.664 83.7891 6.7E-10 81 102 0.425 1.51E-11 0.516376 0.067805
268.054 83.0664 2.06E-09 78 97 0.404167 4.74E-11 -0.66179 0.089659
420.782 85.4297 2.85E-06 29 32 0.133333 4.04E-07 -0.78647 0.144967
422.943 84.4531 4.72E-12 73 87 0.3625 5.21E-14 0.808038 0.092274
464.084 84.8047 3.58E-11 40 46 0.191667 6.36E-13 0.940749 0.113941
568.644 88.4766 7.52E-30 71 92 0.383333 1.55E-33 1.26051 0.069193
222.056 82.4219 3.44E-07 72 88 0.366667 1.93E-08 0.502386 0.082233
372.285 84.043 3.23E-12 71 91 0.379167 2.89E-14 -0.53994 0.060841
433.843 85.7227 3.35E-10 89 120 0.5 1.14E-11 -0.48503 0.063218
89.4163 78.7695 3.72E-28 72 86 0.358333 2.48E-35 -1.03369 0.053814
166.588 79.4336 2.1E-08 36 39 0.1625 3.15E-10 0.813849 0.116457
614.375 86.9336 3.21E-07 33 36 0.15 4.17E-08 0.618833 0.104194
123.023 80.6445 2.9E-07 33 39 0.1625 1.09E-08 0.515228 0.082657
700.28 87.207 3.07E-15 88 110 0.458333 2.92E-17 0.774518 0.075622
145.503 82.0898 6.9E-06 42 50 0.208333 6.84E-07 0.687564 0.129655
195.882 81.7773 3.04E-10 12 13 0.054167 3.25E-12 -1.00658 0.126969
153.128 83.0273 1.03E-07 22 23 0.095833 5.14E-09 -1.02568 0.160338
229.845 82.4219 2.27E-10 27 33 0.1375 2.77E-12 -0.91046 0.114377
650.457 85.7812 2.44E-06 88 110 0.458333 3.57E-07 0.560227 0.102716
375.581 83.2422 3.68E-06 67 85 0.354167 3.86E-07 -0.38942 0.071641
60.0051 81.0156 2.61E-06 37 43 0.179167 1.75E-07 -0.82146 0.146229
493.84 85.9766 3.26E-12 72 90 0.375 5.66E-14 0.793055 0.090736
485.991 85.5664 1.21E-08 11 12 0.05 7.15E-10 -0.76586 0.112351
556.835 84.5508 5.06E-13 81 106 0.441667 3.86E-15 0.821706 0.088602
537.393 84.375 1.23E-08 86 114 0.475 5.52E-10 0.457041 0.066516
119.123 77.4023 4.46E-06 30 31 0.129167 1.8E-07 -0.65346 0.116455
135.457 82.7734 3.79E-10 92 113 0.470833 5.71E-12 -0.74979 0.095962
166.869 79.2969 1.78E-07 27 27 0.1125 4.45E-09 -1.08023 0.168059
399.123 84.2773 2.46E-10 89 120 0.5 5.28E-12 -0.42342 0.054082
176.683 79.4336 6.85E-06 33 37 0.154167 4.41E-07 0.705276 0.130478
223.699 81.6406 3.45E-08 30 36 0.15 1E-09 -0.70389 0.104352
64.1942 79.375 4.3E-08 46 61 0.254167 7.62E-10 0.61132 0.089855
667.706 86.0547 2.69E-07 86 107 0.445833 2.9E-08 0.721229 0.11981
56.3702 79.5312 3.5E-06 75 98 0.408333 1.94E-07 0.434111 0.0776
179.062 81.1914 3.23E-11 29 29 0.120833 1.72E-13 1.02502 0.120335
180.763 83.3984 1.56E-08 85 112 0.466667 5.8E-10 0.720609 0.105035
192.785 80.4883 2.12E-13 42 46 0.191667 2.67E-16 -1.12333 0.114583
459.7 85.1758 5.08E-08 76 90 0.375 3.51E-09 0.583852 0.090115
585.579 85.8789 1.8E-06 30 34 0.141667 2.55E-07 -0.68315 0.12351
360.067 83.75 2.2E-06 22 23 0.095833 2.27E-07 0.44993 0.080956
180.46 81.4062 1.97E-06 65 80 0.333333 1.33E-07 -0.4134 0.07279
136.203 81.543 5.94E-06 60 70 0.291667 5.23E-07 -0.62431 0.116355
426.331 85.1367 7.15E-12 89 120 0.5 1.07E-13 -0.74876 0.08693
181.047 79.4922 1.93E-35 71 92 0.383333 3.49E-44 -1.06558 0.043344
224.084 82.3828 7.2E-07 69 88 0.366667 4.68E-08 -0.54956 0.092928
269.849 83.0469 7.89E-07 80 113 0.470833 5.91E-08 -0.58452 0.099718
54.9927 79.9219 6.76E-06 36 41 0.170833 4.71E-07 0.728258 0.13511
192.868 80.4492 2.01E-08 42 46 0.191667 3.86E-10 0.834248 0.120103
116.244 72.0508 2.02E-07 18 22 0.091667 8.82E-10 -0.72645 0.107265
266.504 81.2109 8.62E-08 18 19 0.079167 2.78E-09 -1.17149 0.179439
325.942 81.4258 6.18E-06 21 22 0.091667 5.38E-07 0.543869 0.101492
870.794 87.6562 4.64E-07 55 65 0.270833 7.21E-08 0.80562 0.138486
308.614 81.9336 3.93E-07 46 56 0.233333 2.06E-08 -0.55691 0.091378
195.416 80.0391 4.5E-14 77 99 0.4125 3.2E-17 0.692115 0.067695
340.186 82.3828 3.52E-06 85 116 0.483333 3.18E-07 -0.43742 0.079809
392.01 84.5703 5.03E-07 44 52 0.216667 4.59E-08 -0.65368 0.110449
210.368 82.2656 2.01E-06 88 118 0.491667 1.58E-07 -0.41153 0.072966
190.252 82.4219 1.28E-19 68 85 0.354167 1.74E-23 1.08323 0.082511
374.621 83.9258 2.96E-06 74 93 0.3875 3.33E-07 -0.45816 0.083756
352.056 82.793 6.2E-09 48 57 0.2375 1.66E-10 0.574781 0.080703
307.04 81.0938 1.19E-09 40 47 0.195833 1.41E-11 -0.77368 0.101406
161.148 82.4414 7.04E-11 23 27 0.1125 6.75E-13 0.975145 0.118279
198.078 81.543 3.67E-08 44 50 0.208333 1.05E-09 0.724932 0.107639
374.064 84.043 2.45E-12 60 74 0.308333 2.08E-14 -0.7991 0.089385
249.617 81.8164 6.54E-06 73 96 0.4 6.14E-07 -0.61064 0.114609
182.869 81.8945 2.76E-06 62 78 0.325 2.18E-07 0.595358 0.106947
179.212 78.7891 6.18E-08 55 62 0.258333 1.04E-09 -0.73749 0.109463
580.914 86.2695 1.07E-06 84 110 0.458333 1.48E-07 0.574159 0.10153
151.693 81.4844 7.5E-06 79 101 0.420833 6.89E-07 -0.44763 0.084438
583.743 84.9023 2.66E-13 68 90 0.375 2.06E-15 0.793062 0.084384
182.439 79.5117 4.58E-10 32 34 0.141667 2.67E-12 -0.77791 0.097632
183.413 82.9297 1.36E-08 73 89 0.370833 4.44E-10 -0.57574 0.083235
400.42 84.8047 6.73E-10 73 91 0.379167 2.01E-11 -0.81266 0.107533
382.437 84.1992 2.64E-12 60 74 0.308333 2.4E-14 0.566867 0.06361
211.729 81.2305 4.49E-16 76 89 0.370833 1.89E-19 0.798704 0.071033
312.735 84.668 2.92E-08 88 113 0.470833 1.64E-09 0.747773 0.112598
430.427 85.9375 3.44E-06 42 44 0.183333 5.44E-07 -0.84534 0.157824
432.35 86.1719 5.44E-07 60 74 0.308333 6.69E-08 0.422588 0.072434
225.475 81.0547 1.72E-10 35 37 0.154167 1.29E-12 -0.95134 0.117241
286.635 80.8984 5.28E-09 44 51 0.2125 8.33E-11 -0.8273 0.113877
184.052 79.8242 2.6E-09 33 37 0.154167 2.56E-11 -0.75422 0.100465
452.879 87.3828 1.73E-15 73 91 0.379167 1.63E-17 -0.85944 0.08298
379.49 83.3398 8.44E-07 51 55 0.229167 6.76E-08 0.749509 0.128521
180.62 80.2344 8.72E-08 18 18 0.075 2.26E-09 1.36953 0.208359
256.192 82.168 7.64E-08 43 49 0.204167 2.97E-09 0.57169 0.087756
343.612 84.0625 1.53E-06 24 26 0.108333 1.55E-07 -0.89874 0.159221
144.703 80.6445 1.43E-10 14 15 0.0625 8.97E-13 1.03546 0.126471
598.998 86.6016 3.17E-07 63 72 0.3 3.88E-08 -0.66023 0.110859
178.529 81.9531 3.18E-11 74 90 0.375 2.2E-13 -0.79955 0.094403
189.528 81.7773 4.61E-16 71 92 0.383333 2.58E-19 -0.97754 0.087416
293.177 80.1953 1.52E-09 55 70 0.291667 1.46E-11 -0.58516 0.076772
196.064 81.0547 1.62E-06 87 118 0.491667 9.84E-08 -0.50353 0.087608
195.974 80.1953 1.25E-10 40 44 0.183333 6.59E-13 0.693873 0.084111
192.838 82.7539 2.19E-12 81 114 0.475 1.14E-14 0.917395 0.101263
606.783 85.8594 1.92E-06 18 18 0.075 2.74E-07 1.09444 0.198444
248.234 81.7188 4.57E-07 44 49 0.204167 2.38E-08 -0.74482 0.12283
429.09 84.1797 4.98E-06 78 98 0.408333 6.4E-07 -0.34977 0.065766
642.876 84.8438 9.84E-22 88 110 0.458333 2.4E-25 1.06279 0.075799
178.588 78.8867 8.48E-23 71 92 0.383333 1.7E-28 -1.07432 0.068967
311.617 81.9336 2.36E-09 46 56 0.233333 4.12E-11 -0.74296 0.100261
233.279 82.3828 2.42E-09 76 89 0.370833 4.8E-11 0.794243 0.10764
203.255 81.5039 7.28E-06 37 40 0.166667 6.66E-07 0.574287 0.108171
223.244 84.4922 1.72E-06 40 45 0.1875 1.92E-07 0.706781 0.126295
181.622 81.5234 2.47E-06 76 96 0.4 1.79E-07 0.653055 0.116352
668.061 85.8984 2.85E-15 28 30 0.125 1.54E-17 1.16517 0.112369
192.213 80.7422 4.75E-23 44 50 0.208333 3.46E-28 -1.30439 0.084579
197.061 80.7227 9.18E-08 51 64 0.266667 2.69E-09 -0.64759 0.099086
168.586 83.1641 1.18E-13 40 47 0.195833 3.96E-16 -1.21867 0.125309
721.183 86.7969 6.07E-11 88 110 0.458333 2.15E-12 0.806235 0.100634
195.916 80.5469 7.49E-08 71 90 0.375 2.01E-09 0.567288 0.085981
217.055 83.2617 6.84E-06 19 21 0.0875 8.12E-07 -0.91618 0.17409
178.558 82.9297 2.27E-13 77 102 0.425 7.92E-16 -0.82387 0.085927
117.974 81.9336 7.31E-06 83 108 0.45 7.16E-07 -0.43127 0.08149
423.448 84.8633 6.04E-08 24 26 0.108333 4.02E-09 0.985661 0.15282
295.331 84.3945 2.67E-06 56 67 0.279167 3.18E-07 0.579916 0.105814
146.845 81.5234 5.47E-13 23 26 0.108333 1.32E-15 -1.37696 0.145133
185.418 76.2891 1.91E-06 59 64 0.266667 4.85E-08 -0.65582 0.111045
65.814 80.9961 4.68E-09 35 38 0.158333 7.37E-11 0.863469 0.118442
218.553 80.5664 6.28E-07 48 53 0.220833 2.79E-08 -0.72577 0.120392
121.693 79.4141 6.17E-07 65 79 0.329167 2.16E-08 0.638796 0.104988
118.523 79.0234 5.97E-06 61 72 0.3 3.46E-07 0.565414 0.103533
113.265 78.9844 1.33E-13 61 71 0.295833 7.71E-17 -1.01258 0.100759
111.972 78.9062 5.73E-10 76 92 0.383333 2.92E-12 0.564134 0.070968
250.814 81.4258 2.43E-07 78 104 0.433333 1.04E-08 -0.5346 0.085604
131.958 80.6055 3.41E-20 59 70 0.291667 1.08E-24 1.16589 0.085068
404.952 84.4336 1.29E-12 63 69 0.2875 1.11E-14 -0.73465 0.081052
187.565 81.0547 3.11E-09 12 13 0.054167 4.53E-11 -1.06546 0.144163
191.76 81.0547 2.46E-07 17 20 0.083333 9.7E-09 -0.6824 0.109019
67.6935 81.2695 1.84E-07 31 33 0.1375 7.15E-09 0.906797 0.143353
132.248 80.7227 8.22E-12 60 72 0.3 2.71E-14 -0.8565 0.096377
446.037 85.7617 2E-12 70 82 0.341667 2.99E-14 0.952828 0.107449
396.652 84.043 7.05E-08 58 62 0.258333 4.05E-09 0.729004 0.11306
177.319 82.5586 8.65E-09 77 102 0.425 2.34E-10 0.683554 0.096948
371.95 84.668 3.27E-10 36 41 0.170833 8.28E-12 0.769337 0.099422
141.364 80.6445 2.64E-06 80 104 0.433333 1.66E-07 0.428093 0.076048
412.109 85.5078 2.65E-06 73 92 0.383333 3.75E-07 -0.38764 0.071226
420.462 86.7773 2.32E-06 39 46 0.191667 3.92E-07 0.531304 0.097803
119.909 80 1.26E-05 72 96 0.4 1.03E-06 -0.63031 0.121074
147.171 79.3555 7E-07 77 102 0.425 2.5E-08 -0.63391 0.104739
123.746 80.1562 2.49E-09 86 119 0.495833 2.68E-11 0.748841 0.099864
190.102 84.5117 4.59E-06 61 80 0.333333 6.12E-07 -0.55242 0.103663
338.025 83.3594 4.19E-06 44 49 0.204167 4.59E-07 0.68528 0.127
647.771 85.7227 8.81E-19 88 110 0.458333 1.16E-21 1.06935 0.087155
547.204 84.6875 3.13E-06 69 82 0.341667 4.02E-07 0.591443 0.108986
241.995 82.6367 2.68E-08 23 24 0.1 9.33E-10 -0.76201 0.112711
62.2561 78.5352 7.5E-06 54 69 0.2875 4.25E-07 0.577789 0.106728
176.362 80.3516 2.49E-07 83 106 0.441667 8.49E-09 -0.34571 0.054976
182.492 80.7617 2.45E-06 68 84 0.35 1.55E-07 0.597918 0.105913
245.496 84.4727 2.11E-07 67 87 0.3625 1.62E-08 -0.56278 0.091544
184.103 81.582 8.95E-06 45 50 0.208333 8.68E-07 -0.56075 0.106867
644.948 88.0664 5.82E-11 56 71 0.295833 2.95E-12 -0.58389 0.073468
201.105 82.6758 5.08E-07 24 24 0.1 3.25E-08 1.00735 0.168035
275.37 86.8945 1.08E-06 85 113 0.470833 1.66E-07 0.482991 0.085809
177.852 80.3125 1.86E-09 68 87 0.3625 1.95E-11 -0.55305 0.073121
192.953 82.1094 6.89E-06 43 48 0.2 6.86E-07 0.445073 0.083939
479.49 85.5469 6.15E-09 76 90 0.375 3.24E-10 0.405022 0.058001
190.285 82.6562 4.43E-06 42 46 0.191667 4.39E-07 0.658735 0.121844
551.84 84.1211 1.05E-06 72 92 0.383333 1.01E-07 0.523757 0.091205
161.641 75.1172 3.73E-09 28 31 0.129167 9.9E-12 0.800047 0.103879
189.793 82.7344 3.8E-08 82 113 0.470833 1.45E-09 0.241293 0.03619
494.346 87.0508 1.09E-06 17 17 0.070833 1.73E-07 0.941713 0.167569
690.05 84.707 2.65E-11 34 41 0.170833 4.34E-13 -0.85072 0.102088
360.423 84.375 3.5E-07 81 107 0.445833 2.88E-08 -0.35666 0.059231
416.199 86.2695 8.51E-09 76 95 0.395833 5.59E-10 0.663753 0.096636
306.822 83.2617 1.1E-06 64 77 0.320833 9.16E-08 -0.55943 0.09706
132.065 83.7109 5.84E-07 71 95 0.395833 4.67E-08 -0.31861 0.053869
168.697 79.8633 4.49E-11 45 50 0.208333 1.64E-13 0.74634 0.087517
437.333 86.2109 4.23E-11 63 76 0.316667 1.19E-12 -0.6848 0.084228
310.975 81.25 1.36E-08 41 47 0.195833 2.92E-10 0.499489 0.071309
346.822 83.125 3.6E-06 85 115 0.479167 3.69E-07 0.290359 0.053313
270.706 80.4297 1.23E-06 71 90 0.375 6.22E-08 -0.44332 0.075773
360.638 83.0078 3.65E-06 84 111 0.4625 3.68E-07 -0.53405 0.098042
406.007 84.5117 1.06E-07 26 30 0.125 7.26E-09 0.672786 0.106416
757.404 85.3906 1.26E-14 70 92 0.383333 7.05E-17 -0.87089 0.086505
221.876 83.8867 4.64E-10 87 118 0.491667 1E-11 -0.76177 0.098947
1013.75 87.1484 2.18E-19 16 17 0.070833 4.99E-22 1.43923 0.115684
118.401 80.918 1.22E-07 49 54 0.225 3.97E-09 0.770883 0.119475
484.275 88.2812 1.38E-06 79 106 0.441667 2.75E-07 -0.5339 0.096831
193.427 82.9102 6.66E-06 51 58 0.241667 7.45E-07 -0.66433 0.125749
117.159 81.4648 2.95E-06 91 120 0.5 2.2E-07 -0.44043 0.079144
510.456 84.3555 4.65E-18 86 102 0.425 3.92E-21 1.07678 0.089558
481.157 85.0781 6.65E-07 68 73 0.304167 6.97E-08 -0.57846 0.099307
376.734 79.8633 1.11E-06 9 12 0.05 4.94E-08 -0.97748 0.165623
384.266 84.3945 2.62E-11 39 49 0.204167 3.87E-13 -0.86941 0.104047
392.899 84.7266 1.9E-10 42 56 0.233333 4.43E-12 0.73429 0.093361
322.624 81.5234 6.33E-11 45 53 0.220833 4.4E-13 0.633607 0.07606
191.792 83.2812 8.12E-06 12 13 0.054167 9.99E-07 0.998762 0.191556
295.523 83.6523 5.51E-06 28 31 0.129167 6.66E-07 -0.64984 0.122398
387.752 84.8828 3.63E-06 78 96 0.4 4.92E-07 0.353877 0.06578
256.143 80.5273 6.95E-07 59 72 0.3 3.14E-08 -0.60086 0.1001
324.198 82.1484 7.32E-07 47 52 0.216667 4.57E-08 0.485553 0.082031
150.714 85.1758 1.19E-15 41 48 0.2 4.03E-18 0.827691 0.077828
129.971 81.875 4.04E-11 65 85 0.354167 2.86E-13 0.928044 0.110259
220.846 84.2188 2.41E-18 75 103 0.429167 1.67E-21 -0.94682 0.077636
123.045 81.0547 6.32E-11 79 102 0.425 3.76E-13 -0.8477 0.101376
102.194 80.9766 1.48E-27 78 100 0.416667 1.14E-33 -1.12469 0.061497
199.815 83.5352 3.3E-18 75 103 0.429167 1.67E-21 -0.94682 0.077636
424.37 85.1758 8.01E-15 29 33 0.1375 3.77E-17 -1.28169 0.125765
185.292 81.1523 3.4E-09 24 27 0.1125 5.2E-11 -0.90718 0.123223
443.636 82.0117 8.5E-17 86 102 0.425 3.7E-20 1.10156 0.0952
110.305 80.8008 8.74E-09 78 100 0.416667 1.51E-10 -0.61591 0.086241
75.4704 80.3516 1.34E-05 23 24 0.1 1.18E-06 0.429122 0.082915
185.199 82.207 3.92E-06 28 29 0.120833 3.52E-07 0.88594 0.162349
340.91 85.8789 2.37E-07 73 98 0.408333 2.42E-08 0.587132 0.096896
116.259 78.8867 5.89E-06 20 21 0.0875 3.33E-07 -0.93865 0.171592
509.295 84.0625 2.06E-12 86 102 0.425 1.71E-14 0.960824 0.107006
182.721 80.5469 3.39E-08 35 37 0.154167 7.54E-10 -0.58006 0.085233
432.763 86.0547 4.8E-07 40 42 0.175 5.68E-08 -0.68262 0.116274
123.504 83.0078 9.15E-07 78 100 0.416667 7.02E-08 -0.38774 0.066581
123.932 81.7969 5.44E-10 85 112 0.466667 6.63E-12 -0.76382 0.098136
121.169 81.4062 2.22E-07 85 112 0.466667 9.21E-09 -0.55265 0.088133
178.638 79.5312 1.35E-06 35 37 0.154167 5.92E-08 -0.61845 0.105509
453.373 87.1484 8.03E-11 76 95 0.395833 3.28E-12 0.580522 0.073243
124.582 80.1953 1.41E-05 23 23 0.095833 1.22E-06 0.886398 0.171579
310.789 80.0195 2.99E-08 81 107 0.445833 5.68E-10 0.680639 0.099147
125.414 80.5859 1.37E-07 11 13 0.054167 4.29E-09 -1.41748 0.220244
305.77 83.9062 2.24E-07 78 105 0.4375 1.55E-08 -0.61903 0.100535
90.2109 80.293 7.68E-06 77 97 0.404167 5.86E-07 0.576532 0.107981
322.797 82.6953 1.45E-07 54 61 0.254167 7.21E-09 0.548672 0.086765
487.183 84.4336 3.93E-22 86 102 0.425 6.2E-26 1.14244 0.079853
357.84 82.4609 5.61E-19 81 105 0.4375 1.07E-22 -0.55046 0.043155
386.251 83.9844 5.51E-11 75 94 0.391667 8.22E-13 0.661174 0.080581
445.751 87.3633 1.7E-13 75 94 0.391667 3.06E-15 0.726936 0.077996
736.306 84.9219 1.48E-28 83 108 0.45 2.37E-33 -1.11037 0.061289
1133.93 86.2695 2.29E-07 50 62 0.258333 2.51E-08 0.519202 0.085797
1241.55 88.1055 1.7E-10 73 97 0.404167 1E-11 0.521844 0.067783
517.852 87.2266 1.43E-09 85 113 0.470833 9.01E-11 -0.70392 0.097109
970.274 86.6602 6.17E-15 16 17 0.070833 5.18E-17 -1.69061 0.166921
662.271 83.1641 2.63E-23 83 108 0.45 1.02E-27 -1.03515 0.06816
512.673 86.6797 1.17E-07 34 34 0.141667 1.25E-08 0.805656 0.129847
556.884 87.9492 1.75E-06 84 105 0.4375 3.41E-07 -0.47459 0.086843
569.54 84.9609 7.55E-08 59 64 0.266667 5.32E-09 -0.77559 0.121389
421.037 86.3281 2.79E-06 12 12 0.05 4.53E-07 -1.15777 0.214444
465.953 87.0117 1.25E-10 73 99 0.4125 5.22E-12 -0.69021 0.088131
149.633 77.7539 2.91E-06 16 16 0.066667 1.11E-07 -0.93786 0.163938
273.891 82.5977 1.71E-08 65 81 0.3375 5.39E-10 -0.58269 0.084739
334.981 81.7969 2.88E-08 84 114 0.475 8.33E-10 0.433094 0.063835
300.077 82.9492 1.36E-08 10 13 0.054167 4.42E-10 1.50351 0.217346
107.241 79.6289 6.17E-08 87 118 0.491667 1.27E-09 -0.68455 0.102251
292.94 82.7539 1.45E-13 60 74 0.308333 4.3E-16 0.843522 0.086881
114.615 81.582 4.44E-06 14 16 0.066667 3.69E-07 1.1763 0.215985
394.899 85.8398 2.21E-08 34 41 0.170833 1.53E-09 0.834127 0.125316
127.341 83.3984 1.97E-09 82 108 0.45 4.92E-11 0.555897 0.075392
412.314 85.2539 1.39E-09 85 106 0.441667 5.32E-11 -0.73314 0.099646
335.605 82.6953 9.02E-07 68 91 0.379167 6.51E-08 -0.60219 0.103113
114.149 79.5898 2.93E-21 66 87 0.3625 2.52E-26 -0.92316 0.063672
1059.38 85.6445 1.21E-16 72 95 0.395833 3.46E-19 0.620065 0.055743
194.867 78.9062 5.84E-06 73 85 0.354167 3.3E-07 -0.59542 0.108812
195.666 83.8477 2.01E-06 87 117 0.4875 2.07E-07 0.527712 0.094595
119.602 79.9023 1.01E-08 83 108 0.45 1.42E-10 0.507986 0.071009
436.337 84.1992 3.52E-06 67 80 0.333333 4.26E-07 -0.47869 0.08843
112.826 81.0742 3.88E-07 78 100 0.416667 1.71E-08 -0.53925 0.087876
318.548 81.6992 4.83E-06 51 58 0.241667 4.18E-07 0.500025 0.092293
1144.92 86.9141 7.21E-07 76 99 0.4125 1.05E-07 -0.48283 0.084227
350.808 85.5859 1.12E-08 45 51 0.2125 6.56E-10 -0.49785 0.07284
143.677 83.4961 1.23E-08 71 95 0.395833 4.5E-10 -0.63588 0.091973
315.789 81.3281 7.07E-10 40 45 0.1875 7.96E-12 -1.04534 0.134951
208.222 84.707 3.07E-06 84 106 0.441667 3.93E-07 0.549978 0.10125
194.629 80.9375 8.34E-12 25 26 0.108333 2.98E-14 -1.42784 0.161012
700.577 84.2383 3.49E-07 73 94 0.391667 2.8E-08 -0.56546 0.093815
111.298 80.5273 3E-10 87 118 0.491667 2.17E-12 0.691819 0.086374
354.374 83.5742 1.14E-09 68 91 0.379167 2.68E-11 -0.67615 0.090173
430.311 84.2578 6.16E-07 40 44 0.183333 5.49E-08 -0.50198 0.085396
314.87 80.3516 1.24E-08 36 40 0.166667 2.08E-10 -0.83155 0.117528
385.497 83.6328 4.22E-07 57 67 0.279167 3.12E-08 0.647226 0.107807
146.531 82.5781 1.13E-16 71 95 0.395833 7E-20 -1.01818 0.088976
171.934 82.3828 5.5E-07 64 77 0.320833 3.38E-08 0.553045 0.092389
1258.77 88.0664 3.45E-11 75 98 0.408333 1.63E-12 -0.69941 0.086699
146.699 84.9805 1.11E-06 17 18 0.075 1.25E-07 1.11316 0.195508
195.852 84.1992 4.92E-08 17 18 0.075 2.74E-09 -1.22195 0.187068
272.949 82.9688 5.67E-06 12 13 0.054167 6.19E-07 1.19701 0.22474
754.38 85.9961 2.56E-21 83 108 0.45 1.52E-24 -0.93017 0.06822
89.1342 80 1.67E-05 46 52 0.216667 1.46E-06 -0.45611 0.08902
330.584 82.4023 2.04E-06 40 45 0.1875 1.65E-07 0.284039 0.050448
111.728 82.5586 6.6E-15 78 100 0.416667 9.51E-18 -0.68357 0.065322
124.7 80.8008 4.24E-08 53 57 0.2375 1.06E-09 0.688002 0.102162
170.335 81.4062 3.13E-12 80 106 0.441667 1.06E-14 -0.61923 0.068251
282.122 82.3047 5.84E-08 10 12 0.05 2.21E-09 1.20109 0.182611
559.499 85.2734 9.43E-07 56 63 0.2625 1.08E-07 0.675986 0.11806
122.024 80.4883 3.59E-09 83 108 0.45 4.63E-11 0.503442 0.068162
202.432 82.0117 7.5E-06 84 116 0.483333 7.48E-07 0.383976 0.072696
118.268 79.9805 7.65E-11 66 86 0.358333 3.32E-13 -0.77634 0.092565
115.876 81.7969 7.85E-07 55 67 0.279167 4.66E-08 -0.40226 0.068009
306.368 83.8867 2.13E-14 88 118 0.491667 6.95E-17 -0.63755 0.063311
550.405 87.1094 2.24E-09 75 94 0.391667 1.47E-10 0.489427 0.06847
495.554 85.7227 1.67E-08 60 65 0.270833 1.08E-09 0.881682 0.130998
316.07 84.4336 3.06E-06 78 104 0.433333 3.76E-07 -0.46579 0.085588
533.384 86.3086 2.44E-08 89 110 0.458333 1.9E-09 -0.41381 0.062609
585.578 84.8828 2.25E-06 59 72 0.3 2.81E-07 -0.55645 0.100998
366.779 84.4922 5.32E-06 50 54 0.225 7.26E-07 0.782088 0.14787
399.215 82.3047 4.74E-06 46 50 0.208333 4.5E-07 -0.57288 0.106076
176.508 82.7539 2.83E-13 60 68 0.283333 9.67E-16 -0.81403 0.085252
385.572 84.5312 1.71E-06 66 82 0.341667 1.92E-07 -0.71507 0.127777
293.74 83.2422 1.01E-07 88 118 0.491667 5.25E-09 -0.49416 0.077304
302.938 83.9844 1.9E-06 43 48 0.2 1.98E-07 -0.67074 0.120016
385.232 84.3359 2.67E-18 54 67 0.279167 2.01E-21 -0.94863 0.078025
127.634 76.5625 1.18E-06 53 58 0.241667 2.75E-08 -0.56443 0.093578
108.598 76.9922 3.42E-07 16 16 0.066667 6.06E-09 -0.96139 0.151133
294.965 81.4648 1.21E-06 56 69 0.2875 7.39E-08 -0.50816 0.087436
608.003 86.3867 3.08E-07 78 99 0.4125 3.61E-08 -0.59744 0.100048
576.83 85.5273 6.82E-08 75 97 0.404167 5.31E-09 0.476128 0.074516
69.578 79.707 3.47E-13 78 115 0.479167 3.54E-16 -0.71124 0.072966
927.464 85.2734 9.53E-11 83 120 0.5 2.32E-12 0.527046 0.065912
533.682 86.1914 1.48E-08 75 94 0.391667 1.04E-09 0.474345 0.070406
199.839 82.7344 1.97E-06 54 64 0.266667 1.68E-07 0.744541 0.132322
352.814 82.5781 1.25E-17 81 105 0.4375 4.91E-21 -0.66622 0.055621
439.671 85.9961 5.07E-07 59 68 0.283333 5.98E-08 -0.41058 0.070074
112.226 79.043 9.91E-07 58 78 0.325 3.64E-08 -0.55679 0.09327
122.845 82.6367 1.14E-09 73 93 0.3875 2.06E-11 0.695074 0.092041
220.494 83.8672 1.27E-12 78 107 0.445833 8.93E-15 -0.92396 0.101448
109.837 81.6406 6.29E-08 26 29 0.120833 2.08E-09 -0.9304 0.141177
521.141 85.293 2.01E-13 86 102 0.425 1.72E-15 0.99319 0.105272
945.914 86.25 1.07E-12 14 15 0.0625 1.71E-14 -1.44633 0.161083
570.05 87.1484 4.29E-10 39 41 0.170833 2.23E-11 -0.67188 0.089156
626.961 86.9727 6.26E-08 79 98 0.408333 6.46E-09 0.484403 0.076314
609.758 88.3984 4.09E-10 81 103 0.429167 2.93E-11 0.609117 0.081431
625.372 86.6211 6.09E-09 20 21 0.0875 4.12E-10 0.836731 0.120697
738.353 86.8555 1.47E-06 60 75 0.3125 2.36E-07 0.371769 0.067001
159.692 81.4844 2.4E-06 32 35 0.145833 1.72E-07 -0.81305 0.14463
774.536 88.4375 7.74E-12 97 120 0.5 3.36E-13 0.854207 0.10188
122.393 82.1094 9.71E-11 61 75 0.3125 8.97E-13 -0.82336 0.100565
347.462 84.9219 2.18E-06 12 12 0.05 2.73E-07 1.46878 0.266284
797.202 88.1836 1.59E-07 64 77 0.320833 2.36E-08 0.473699 0.078096
121.895 82.9688 4.92E-06 29 31 0.129167 5.24E-07 0.869781 0.162112
160.749 83.6133 3.85E-07 79 109 0.454167 2.79E-08 -0.41704 0.069178
207.689 82.3047 5.27E-07 83 105 0.4375 3.16E-08 -0.39936 0.066551
246.337 83.125 1.77E-06 18 22 0.091667 1.58E-07 1.13036 0.200408
630.062 87.5977 8.5E-09 29 33 0.1375 7.53E-10 -0.98303 0.14444
125.445 79.7266 2.05E-06 30 32 0.133333 1.03E-07 -0.94703 0.165078
127.041 80.8203 1.44E-05 69 84 0.35 1.38E-06 0.718522 0.139879
123.494 80.3711 1.47E-22 33 36 0.15 1.07E-27 -1.35428 0.089227
126.795 80.7617 2.04E-07 69 84 0.35 7.24E-09 0.640426 0.101287
111.281 82.7344 6E-12 76 98 0.408333 3.81E-14 0.784762 0.088982
137.481 82.9102 4.02E-07 26 26 0.108333 2.57E-08 -0.90028 0.148892
570.82 87.9102 9.05E-17 48 58 0.241667 7.12E-19 0.707136 0.064403
229.823 84.5312 4.46E-15 87 118 0.491667 1.44E-17 -0.83652 0.080569
794.498 88.2812 9.72E-16 95 118 0.491667 1.24E-17 -0.81791 0.078554
440.577 86.4648 2.46E-16 59 77 0.320833 1.16E-18 -0.70468 0.06475
146.063 82.4023 1.41E-07 63 72 0.3 6.54E-09 -0.62399 0.098343
179.551 81.9336 3.81E-14 50 61 0.254167 6.03E-17 0.646874 0.064058
238.241 82.1094 1.16E-10 85 113 0.470833 1.11E-12 -0.58273 0.07155
646.253 86.7969 3.98E-07 45 51 0.2125 5.21E-08 0.749552 0.127262
306.91 83.125 1.93E-15 89 117 0.4875 2.81E-18 -0.86725 0.080999
140.787 81.9727 1.74E-10 45 48 0.2 1.75E-12 1.07746 0.133799
131.728 79.1992 1.59E-18 33 35 0.145833 5.34E-23 -1.24323 0.096392
187.567 81.8555 3.35E-06 55 64 0.266667 2.74E-07 0.668858 0.121291
129.16 83.75 6.64E-08 45 51 0.2125 3.55E-09 -0.47458 0.073277
449.831 87.0508 5.73E-08 75 85 0.354167 5.92E-09 -0.57339 0.090067
150.711 83.5938 4.64E-11 33 36 0.15 5.91E-13 -1.14862 0.138869
299.695 84.7461 4.02E-25 67 79 0.329167 2.27E-29 1.24631 0.077792
193.31 83.6328 8.88E-06 58 60 0.25 1.17E-06 0.582296 0.11249
111.811 79.7656 8.96E-08 57 62 0.258333 2.1E-09 -0.57761 0.087664
606.999 89.1406 2.34E-07 49 58 0.241667 4.32E-08 0.542911 0.091525
305.548 84.8633 8.89E-20 69 82 0.341667 4.87E-23 -1.02424 0.079297
211.943 81.543 2.41E-06 49 57 0.2375 1.74E-07 -0.6865 0.122177
595.995 87.793 2.73E-09 29 33 0.1375 2.17E-10 -0.97706 0.138263
122.2 82.0898 2.4E-06 61 75 0.3125 1.91E-07 0.765959 0.136831
251.475 83.5352 6.31E-06 25 25 0.104167 7.69E-07 -1.14491 0.217017
115.403 81.3672 9.63E-08 76 95 0.395833 3.3E-09 0.638753 0.098387
229.849 81.1328 5.19E-16 31 34 0.141667 2.15E-19 -1.05955 0.094446
196.105 83.5156 5.71E-08 79 104 0.433333 2.81E-09 -0.56898 0.087185
181.18 81.6406 9.04E-07 23 23 0.095833 5.37E-08 0.857569 0.145765
747.347 88.8672 1.37E-09 33 37 0.154167 1.28E-10 -0.87482 0.121915
139.522 80.9961 2.68E-11 72 93 0.3875 1.29E-13 0.710098 0.082794
118.222 80.7031 2.8E-06 78 103 0.429167 1.81E-07 0.619702 0.110471
116.707 80.7031 3.55E-10 59 76 0.316667 2.82E-12 -0.41051 0.051596
200.111 83.6914 2.95E-08 77 101 0.420833 1.34E-09 -0.56594 0.08466
97.7597 77.7539 2.23E-17 42 47 0.195833 6.31E-22 1.24817 0.100713
134.617 85.1562 5.66E-07 35 37 0.154167 5.86E-08 0.785041 0.133878
475.354 86.1914 1.95E-11 74 103 0.429167 4.83E-13 0.742459 0.089325
115.571 80.625 1.43E-06 35 37 0.154167 7.78E-08 0.933955 0.161015
124.614 80.4297 7.57E-06 69 84 0.35 5.89E-07 0.687729 0.128835
123.446 81.4648 6.09E-09 53 59 0.245833 1.15E-10 -0.97612 0.135617
118.086 81.6602 3.06E-13 47 53 0.220833 6.83E-16 0.944163 0.098173
134.345 80.625 5.41E-06 89 117 0.4875 4.01E-07 0.570612 0.105145
218.242 83.1055 1.96E-09 51 61 0.254167 4.52E-11 0.721122 0.09757
136.373 82.8906 2.16E-07 53 59 0.245833 1.21E-08 -0.87315 0.140587
146.628 83.9844 2.59E-06 33 37 0.154167 2.87E-07 -0.67325 0.122306
361.835 84.8242 1.46E-06 18 20 0.083333 1.68E-07 0.78887 0.140206
97.8267 80.6836 1.3E-05 86 116 0.483333 1.19E-06 0.556502 0.107585
576.63 87.4219 1.04E-08 76 104 0.433333 9.09E-10 0.570306 0.084287
467.894 86.5234 2.29E-06 86 116 0.483333 3.72E-07 -0.59285 0.108891
143.15 80.3711 4.37E-06 72 86 0.358333 2.96E-07 0.482885 0.087841
277.709 83.0078 5.14E-08 77 98 0.408333 2.22E-09 0.688866 0.104744
112.535 83.457 2.13E-08 71 91 0.379167 8.58E-10 0.674831 0.099558
346.253 84.5703 9.59E-08 57 63 0.2625 6.51E-09 0.774821 0.122098
566.655 85.0586 5.78E-08 38 45 0.1875 3.98E-09 0.644088 0.099827
245.252 82.9883 1.96E-11 51 57 0.2375 1.73E-13 0.661428 0.077651
441.762 87.0312 1.21E-16 73 91 0.379167 6.64E-19 -0.92558 0.084192
134.536 82.1289 1.12E-08 40 44 0.183333 2.87E-10 -0.88447 0.12621
204.956 82.5977 1.36E-07 50 56 0.233333 6.56E-09 0.630935 0.09945
106.766 82.6172 5.62E-08 86 116 0.483333 2.26E-09 0.578092 0.087955
297.594 84.1211 8.64E-08 77 99 0.4125 5.24E-09 -0.73098 0.114347
226.537 81.2305 1.01E-06 73 87 0.3625 5.71E-08 0.48896 0.083304
292.434 82.9688 4.32E-08 79 100 0.416667 1.79E-09 0.604639 0.091297
363.692 85.0391 5.36E-06 58 74 0.308333 7.95E-07 -0.49832 0.094602
554.844 86.3672 1.8E-06 53 61 0.254167 2.76E-07 0.409227 0.074227
344.041 85.4688 2.78E-10 91 116 0.483333 8.55E-12 0.764331 0.09886
134.314 80.5078 3.02E-14 31 34 0.141667 2.41E-17 -1.2601 0.122579
164.355 81.4258 8.67E-09 29 29 0.120833 1.76E-10 0.762032 0.107174
213.357 82.1289 9.05E-09 76 99 0.4125 2.22E-10 0.411477 0.058267
468.575 85.332 9.82E-10 62 82 0.341667 3.6E-11 0.782519 0.105212
227.595 72.7148 2.68E-12 18 20 0.083333 2.24E-16 -1.15967 0.11787
334.843 81.1133 3.45E-06 39 43 0.179167 2.51E-07 -0.63005 0.113833
258.204 75.6055 1.2E-06 18 19 0.079167 2.29E-08 -0.95351 0.15705
592.218 86.0352 2.68E-09 29 33 0.1375 1.39E-10 -0.81953 0.114468
455.94 87.2852 9.83E-07 45 53 0.220833 1.59E-07 0.772855 0.137067
137.557 81.6211 4.79E-19 85 119 0.495833 5.34E-23 -0.94882 0.073564
135.56 81.6797 5.21E-08 84 118 0.491667 1.67E-09 -0.58945 0.088812
135.548 81.1133 1.49E-06 85 118 0.491667 8.96E-08 -0.58061 0.100651
425.648 86.1328 3.95E-08 72 91 0.379167 3.2E-09 0.496984 0.076473
421.305 86.0742 6.79E-09 73 91 0.379167 4.11E-10 -0.67534 0.097412
133.899 80.6445 6.49E-06 85 118 0.491667 5.04E-07 0.537079 0.099933
139.26 81.4062 1.16E-05 16 18 0.075 1.15E-06 0.924673 0.178506
141.703 81.8945 2E-06 84 116 0.483333 1.48E-07 -0.5793 0.102423
418.749 86.2695 8.91E-14 73 91 0.379167 9.7E-16 0.821178 0.086005
427.922 86.6797 2.32E-10 73 91 0.379167 9.74E-12 -0.7661 0.099428
361.926 86.2109 2.55E-07 69 87 0.3625 2.8E-08 -0.59442 0.098622
357.766 83.2617 3.7E-08 72 91 0.379167 1.59E-09 0.639128 0.096135
140.756 82.0703 3.55E-09 85 119 0.495833 7E-11 -0.67647 0.092656
396.691 84.0625 3.54E-07 72 91 0.379167 2.75E-08 0.399249 0.066195
384.834 82.7148 1.54E-06 63 73 0.304167 1.25E-07 0.670449 0.117738
172.777 81.3867 4.48E-06 59 70 0.291667 3.62E-07 0.735957 0.135016
190.47 82.8906 1.62E-06 85 112 0.466667 1.37E-07 -0.49999 0.088127
415.789 85.957 3.03E-10 83 110 0.458333 1.08E-11 -0.69969 0.091068
585.934 86.0547 2.91E-06 29 33 0.1375 4.56E-07 -0.77308 0.143227
500.72 84.6289 2.8E-07 29 33 0.1375 2.32E-08 -0.90999 0.149942
607.963 85.8398 1.45E-08 43 48 0.2 9.41E-10 0.898331 0.132911
142.042 82.793 4.1E-18 69 84 0.35 1.44E-21 1.28005 0.104695
160.785 80.4688 2.38E-07 56 70 0.291667 8.24E-09 -0.35227 0.055962
149.834 82.6562 6.13E-11 89 117 0.4875 6.12E-13 0.929631 0.112488
632.028 86.1328 4.69E-07 76 90 0.375 5.6E-08 0.499908 0.085106
461.559 87.2266 7.15E-08 59 77 0.320833 7.91E-09 -0.69993 0.111035
130.009 81.4844 1.55E-06 89 117 0.4875 1.01E-07 0.468886 0.081659
179.977 80.8789 3.57E-06 64 78 0.325 2.51E-07 0.530241 0.095806
614.809 86.1133 3.23E-15 25 26 0.108333 1.95E-17 0.934005 0.090485
142.754 81.25 5.67E-07 33 35 0.145833 2.82E-08 -0.96724 0.160503
124.355 82.1094 5.21E-08 69 98 0.408333 1.84E-09 0.670857 0.101397
363.529 83.9453 2.23E-06 28 28 0.116667 2.39E-07 -0.8611 0.155253
212.577 82.8516 3.12E-06 39 43 0.179167 2.97E-07 0.479688 0.087275
128.702 80.9766 1.31E-06 45 52 0.216667 7.43E-08 -0.50425 0.086779
206.452 81.5039 4.6E-10 66 73 0.304167 4.95E-12 -0.77641 0.099
158.296 82.168 2.99E-11 73 89 0.370833 2.18E-13 -0.49648 0.058611
128.576 81.2305 5.75E-11 69 87 0.3625 3.55E-13 0.658872 0.078687
135.663 81.1914 6.93E-07 32 34 0.141667 3.56E-08 -1.07073 0.179217
128.798 81.1133 1.01E-15 35 38 0.158333 4.82E-19 -0.90583 0.081918
558.832 85.8398 4.94E-10 69 83 0.345833 1.85E-11 0.540764 0.071399
144.4 80.5078 3.56E-07 40 45 0.1875 1.37E-08 -0.78375 0.126729
139.669 81.6797 2.55E-09 36 39 0.1625 4.22E-11 1.1629 0.157042
549.124 86.1523 8.67E-10 88 115 0.479167 3.87E-11 0.449649 0.060575
130.163 81.1133 9.74E-06 35 39 0.1625 8.94E-07 -0.80965 0.154508
135.192 81.8945 1.42E-07 71 88 0.366667 5.93E-09 -0.68736 0.107976
362.492 83.6328 4.68E-07 89 116 0.483333 3.53E-08 -0.62831 0.105136
431.27 86.7383 4.93E-08 66 81 0.3375 4.68E-09 -0.69708 0.108633
427.563 86.2695 3.73E-14 28 30 0.125 3.55E-16 -1.47302 0.151121
456.282 85.0586 3.76E-14 80 109 0.454167 2.21E-16 0.64287 0.065324
454.187 87.2656 1.13E-06 85 108 0.45 1.86E-07 0.579721 0.103467
84.6907 76.7578 7.4E-11 75 97 0.404167 1.02E-13 -0.6364 0.073798
495.555 85.7031 5.34E-08 77 93 0.3875 4.15E-09 0.664943 0.103206
184.334 79.7852 8.75E-10 46 50 0.208333 6.53E-12 -0.90085 0.115695
136.964 80.1367 3.87E-14 33 36 0.15 2.77E-17 -1.28501 0.125338
129.339 80.332 1.09E-14 31 33 0.1375 6.27E-18 -1.44258 0.136775
599.271 85.2734 9.64E-11 59 70 0.291667 2.35E-12 -0.5796 0.07251
193.87 82.832 7.41E-06 41 43 0.179167 8.36E-07 0.68265 0.129884
419.817 85.5078 2.59E-06 59 77 0.320833 3.65E-07 -0.57315 0.105192
140.323 81.582 2.99E-06 68 83 0.345833 2.28E-07 0.451338 0.081215
159.433 82.9297 3.39E-10 55 67 0.279167 5.23E-12 0.723904 0.092439
148.49 82.4805 8.19E-06 35 39 0.1625 8.94E-07 -0.80965 0.154508
133.844 82.5195 8.42E-08 69 84 0.35 3.61E-09 0.784195 0.12115
463.788 86.4258 2.96E-06 44 47 0.195833 4.93E-07 -0.61261 0.113882
615.799 86.1328 8.93E-12 70 88 0.366667 1.92E-13 -0.81557 0.095986
145.257 81.8945 1.62E-17 34 37 0.154167 4.6E-21 -1.34327 0.112027
130.212 82.6562 4.57E-06 42 46 0.191667 4.55E-07 0.765785 0.14187
569.86 86.7969 1.07E-06 56 68 0.283333 1.63E-07 0.570654 0.101292
404.518 83.6914 2.28E-06 65 73 0.304167 2.35E-07 -0.65463 0.117948
119.443 79.707 1.25E-09 45 48 0.2 9.91E-12 -1.02609 0.133235
143.468 81.4453 1.85E-11 37 40 0.166667 9.54E-14 -1.18033 0.13667
459.807 87.1484 2.03E-06 46 52 0.216667 3.56E-07 -0.64305 0.117896
326.328 85.4297 3.85E-11 89 114 0.475 8.43E-13 -0.67371 0.082161
148.152 80.4688 3.53E-16 31 33 0.1375 9.47E-20 1.46523 0.128725
119.419 82.1289 1.27E-05 21 22 0.091667 1.44E-06 0.751645 0.146576
233.465 82.0312 3.74E-08 59 71 0.295833 1.21E-09 -0.48743 0.072689
272.041 81.0352 2.52E-07 91 114 0.475 9.96E-09 0.699751 0.111893
101.411 80.1367 4.52E-06 21 27 0.1125 2.96E-07 1.39444 0.25368
323.839 85.3711 5.55E-08 56 63 0.2625 4.04E-09 0.779942 0.120951
125.271 81.4648 3.12E-13 35 38 0.158333 6.47E-16 -0.9828 0.102075
285.552 82.3047 4.57E-06 89 113 0.470833 4.3E-07 0.5007 0.092535
137.129 81.0742 3.56E-13 35 38 0.158333 6.47E-16 -0.9828 0.102075
157.687 81.3672 4.09E-14 32 35 0.145833 5.14E-17 -0.78873 0.077861
343.717 84.1211 2.64E-06 42 49 0.204167 3E-07 -0.58965 0.107319
393.452 84.5703 2.48E-06 81 108 0.45 3E-07 0.518533 0.094382
154.606 79.0234 7.53E-18 34 37 0.154167 3.4E-22 1.65415 0.132131
193.418 81.5234 4.3E-06 17 18 0.075 3.52E-07 -0.85337 0.156363
130.865 79.3164 2.47E-28 35 38 0.158333 2.54E-35 -1.39909 0.072858
375.431 85 4.09E-09 83 114 0.475 1.76E-10 -0.5978 0.084078
443.446 86.2305 2.51E-06 79 104 0.433333 3.96E-07 -0.50453 0.092912
343.324 84.6484 3.35E-07 40 45 0.1875 2.88E-08 -0.84903 0.141011
147.292 80.4492 1.04E-11 35 38 0.158333 3.29E-14 0.962742 0.108803
265.477 84.0625 2.28E-06 27 31 0.129167 2.5E-07 0.50714 0.091613
234.886 82.4023 5.62E-17 58 72 0.3 2.75E-20 -1.04578 0.089914
385.549 86.9727 1.02E-07 87 117 0.4875 1.12E-08 -0.59804 0.096035
169.783 82.1875 7.66E-07 24 24 0.1 4.87E-08 0.60752 0.102879
101.359 81.4844 5.67E-06 87 117 0.4875 4.9E-07 0.63746 0.118471
414.529 86.3086 4.12E-08 83 110 0.458333 3.49E-09 -0.44703 0.068982
165.042 80.7812 1.77E-13 40 44 0.183333 2.42E-16 1.0978 0.111755
100.238 80.4102 2.38E-20 87 117 0.4875 6.09E-25 1.06719 0.077189
115.511 83.5156 5.24E-13 76 98 0.408333 2.72E-15 0.905797 0.096943
746.496 87.9688 4.1E-07 34 38 0.158333 6.62E-08 -0.71095 0.12181
386.186 86.582 4.38E-11 86 118 0.491667 1.39E-12 0.719076 0.088777
187.994 85.4297 6.93E-06 82 106 0.441667 1.14E-06 -0.54093 0.104362
141.124 83.1641 9.78E-11 68 81 0.3375 1.26E-12 0.887132 0.109269
171.29 81.582 5.31E-07 22 22 0.091667 2.77E-08 -0.66945 0.111026
479.505 87.7734 3.29E-08 75 85 0.354167 3.64E-09 -0.66935 0.103443
183.058 83.3789 5.63E-08 19 19 0.079167 2.68E-09 0.812319 0.124281
129.095 81.8164 3.48E-14 32 35 0.145833 5.14E-17 -0.78873 0.077861
825.579 88.2422 1.11E-06 70 84 0.35 2.14E-07 -0.52442 0.094123
603.303 86.5625 6.14E-09 29 33 0.1375 4.1E-10 -0.68379 0.098621
106.591 81.6211 1.22E-27 76 98 0.408333 1.62E-33 1.09628 0.060214
108.445 79.4531 9.53E-07 41 43 0.179167 3.76E-08 0.948594 0.159095
208.316 83.3594 7.56E-06 27 31 0.129167 9.29E-07 -0.89446 0.17099
374.137 83.7695 4.3E-07 72 91 0.379167 3.28E-08 0.473045 0.078934
250.176 83.2422 7.04E-06 74 90 0.375 8.38E-07 0.433148 0.08242
366.985 85 1.87E-06 83 114 0.475 2.31E-07 -0.29151 0.052491
331.404 83.0664 5.27E-06 62 80 0.333333 5.77E-07 -0.40418 0.075652
226.436 84.0234 2.66E-08 72 97 0.404167 1.27E-09 -0.51289 0.076604
119.845 82.1875 1.9E-06 78 108 0.45 1.46E-07 -0.53399 0.094375
252.644 84.8047 2.86E-07 37 40 0.166667 2.46E-08 0.732418 0.120939
165.268 82.1094 6.3E-13 35 38 0.158333 1.97E-15 1.0253 0.10899
142.772 79.5898 3.7E-12 33 35 0.145833 6.53E-15 0.948911 0.103482
319.033 82.6758 3.05E-06 83 113 0.470833 2.81E-07 0.484705 0.087983
159.607 81.4844 4.87E-14 89 117 0.4875 6.7E-17 0.957507 0.095016
160.851 81.0156 3.51E-08 40 43 0.179167 8.83E-10 -0.99225 0.146516
156.304 80.7422 5.33E-15 35 38 0.158333 3.14E-18 -0.95726 0.089592
151.763 79.6094 1.28E-07 39 44 0.183333 3.14E-09 -0.97362 0.149731
225.227 83.3008 3.28E-07 77 90 0.375 2.17E-08 0.525624 0.086396
243.053 83.3789 8.08E-19 88 112 0.466667 2.84E-22 -0.91135 0.072581
337.094 83.1836 2.03E-06 60 68 0.283333 1.88E-07 -0.64274 0.114752
167.977 82.168 4.02E-06 39 44 0.183333 3.6E-07 -0.73381 0.134595
93.772 79.9414 2.17E-12 85 116 0.483333 3.85E-15 -0.83318 0.089836
152.102 83.1445 4.4E-07 72 91 0.379167 2.99E-08 -0.55145 0.091709
177.418 82.9492 4.24E-06 75 94 0.391667 4.37E-07 -0.61416 0.113577
147.928 80.5664 1.39E-07 34 37 0.154167 4.35E-09 -0.80199 0.124669
158.171 81.1328 3.16E-08 40 43 0.179167 7.97E-10 -0.9175 0.135047
401.939 86.543 8.69E-07 56 62 0.258333 1.22E-07 -0.52437 0.092021
147.441 80.5859 3.29E-13 33 35 0.145833 4.81E-16 -0.90707 0.093637
158.92 80.5469 2.75E-14 89 117 0.4875 2.18E-17 0.947828 0.092023
549.656 86.2305 2.51E-06 76 93 0.3875 3.95E-07 0.419294 0.077206
876.673 88.6133 1.85E-06 47 50 0.208333 4.03E-07 0.469578 0.086538
776.547 86.0742 1.38E-09 76 90 0.375 6.5E-11 0.749996 0.102513
177.217 83.3594 1.52E-14 69 85 0.354167 3.69E-17 -0.76753 0.075281
144.952 81.2891 1.32E-07 34 36 0.15 4.78E-09 -0.89564 0.139669
310.166 86.4258 4.44E-06 37 43 0.179167 7.87E-07 0.659684 0.125174
274.013 87.4219 1.4E-08 49 60 0.25 1.28E-09 -0.72695 0.1086
117.068 80.4688 6.46E-06 76 95 0.395833 4.87E-07 0.689953 0.128189
124.659 82.4219 6.68E-06 61 75 0.3125 6.94E-07 0.656811 0.123933
565.633 86.7188 4.01E-09 28 30 0.125 2.61E-10 0.783875 0.111532
256.194 86.8555 2.34E-09 64 79 0.329167 1.45E-10 -0.51164 0.071556
219.134 82.3828 1.78E-06 47 57 0.2375 1.39E-07 0.560127 0.098806
201.08 83.0664 4.65E-06 34 35 0.145833 4.97E-07 -0.81619 0.151781
117.87 80.5859 2.07E-06 76 95 0.395833 1.22E-07 0.691062 0.12126
409.481 85.5078 2.01E-07 86 115 0.479167 1.86E-08 -0.60075 0.098209
260.298 87.8711 1.57E-07 36 41 0.170833 2.18E-08 -0.68004 0.111807
221 83.0664 1.82E-06 61 69 0.2875 1.62E-07 -0.42835 0.076017
122.642 80.7617 8.65E-08 64 79 0.329167 2.52E-09 -0.59288 0.090521
379.419 83.5352 1.33E-12 28 30 0.125 8.37E-15 0.747727 0.081982
137.509 81.3672 1.35E-05 69 84 0.35 1.38E-06 0.718522 0.139879
463.19 88.0664 1.14E-08 56 70 0.291667 1.16E-09 0.819196 0.122006
294.052 84.7266 1.64E-08 11 12 0.05 8.41E-10 -1.00503 0.148179
653.516 85.7812 1.88E-11 86 112 0.466667 4.07E-13 0.554298 0.066413
558.134 86.8945 1.53E-08 67 77 0.320833 1.26E-09 0.561665 0.083875
678.715 87.0898 3.83E-10 33 36 0.15 1.93E-11 -0.69494 0.091857
524.187 86.5039 6.22E-14 45 56 0.233333 7E-16 -1.00775 0.104836
558.524 86.9531 1E-08 82 109 0.454167 7.86E-10 -0.45567 0.067042
243.672 83.2031 5.68E-06 76 100 0.416667 6.44E-07 0.31184 0.058649
99.7552 66.8359 2.02E-06 12 13 0.054167 5.94E-09 -1.06059 0.16661
644.877 85.1953 5.33E-07 13 14 0.058333 5.5E-08 0.793967 0.135075
369.305 84.8828 4.92E-07 73 86 0.358333 4.72E-08 -0.74198 0.125507
644.722 85.5859 6.56E-07 45 49 0.204167 7.5E-08 0.57003 0.098136
321.973 83.3594 2.42E-06 57 66 0.275 2.38E-07 -0.70458 0.127022
350.99 83.1641 2.02E-29 66 78 0.325 4.58E-35 1.061 0.055667
627.114 87.2852 5.8E-08 80 105 0.4375 6.3E-09 -0.58717 0.092425
226.934 81.5625 4.99E-07 74 95 0.395833 2.56E-08 -0.59665 0.098664
243.073 83.1641 6.71E-19 74 95 0.395833 2E-22 -0.73094 0.057887
242.499 84.1211 2.52E-12 75 97 0.404167 2.21E-14 -0.81361 0.091135
239.453 83.9258 6.37E-06 86 117 0.4875 8.25E-07 -0.51168 0.097294
207.027 83.2617 3.11E-06 57 67 0.279167 3.17E-07 0.594152 0.108397
187.504 81.2891 2.38E-06 78 106 0.441667 1.64E-07 0.535511 0.09508
210.597 83.5547 3.5E-11 69 88 0.366667 4.17E-13 0.468538 0.056172
210.312 83.1641 2.51E-08 88 109 0.454167 9.75E-10 -0.68615 0.101633
302.16 84.6094 2.2E-09 44 50 0.208333 7.7E-11 0.936044 0.128554
627.866 88.4375 5.59E-09 80 107 0.445833 5.65E-10 -0.47575 0.069286
165.3 80.3125 1.51E-13 19 20 0.083333 1.63E-16 -1.45547 0.147004
168.973 80.8008 1.33E-07 73 96 0.4 4.31E-09 0.515202 0.080065
163.476 80.0977 2.34E-06 81 105 0.4375 1.3E-07 0.477323 0.083961
166.814 80.7422 7.48E-07 51 63 0.2625 3.58E-08 0.694465 0.116267
517.134 86.5625 3.08E-11 32 37 0.154167 9.18E-13 -0.60789 0.074291
567.139 86.6211 2.06E-09 33 34 0.141667 1.18E-10 -0.99056 0.137717
150.945 78.1055 7.35E-10 45 54 0.225 3.11E-12 0.591702 0.074551
394.426 83.4766 2.17E-12 70 86 0.358333 1.46E-14 -0.86493 0.096
407.779 84.3555 8.2E-19 69 85 0.354167 5.02E-22 -1.05985 0.085199
584.401 87.2656 6.14E-11 48 58 0.241667 2.49E-12 -0.62445 0.078238
682.003 87.4609 2.43E-09 86 104 0.433333 1.75E-10 0.438754 0.061701
539.201 85.8203 7.63E-12 33 34 0.141667 1.44E-13 -1.16491 0.136191
161.594 80.2148 3E-12 19 20 0.083333 6.41E-15 -1.27016 0.138457
395.675 83.7109 4.73E-06 86 108 0.45 5.6E-07 0.552115 0.103207
155.602 79.3164 8.56E-09 64 89 0.370833 9.91E-11 0.688949 0.095302
322.963 84.9805 1.55E-07 73 88 0.366667 1.25E-08 -0.591 0.095245
200.149 82.4805 7.36E-06 77 99 0.4125 7.86E-07 0.604861 0.114766
361.367 84.4727 4.64E-06 67 83 0.345833 6.17E-07 0.569676 0.106944
406.403 85.8203 3.27E-08 50 58 0.241667 2.4E-09 0.762298 0.11621
532.506 86.2305 1.95E-06 78 101 0.420833 2.96E-07 -0.34415 0.062603
404.267 85.0586 3.04E-06 72 96 0.4 4.11E-07 0.511874 0.094415
355.612 84.1406 1.69E-07 82 106 0.441667 1.17E-08 0.611539 0.098324
467.35 87.4023 1.1E-10 72 96 0.4 5.05E-12 0.805841 0.102807
401.196 84.9219 1.52E-07 72 96 0.4 1.2E-08 0.585291 0.094214
295.326 83.5352 9.72E-07 29 35 0.145833 8.29E-08 0.590797 0.102106
200.343 82.9688 2.74E-17 68 86 0.358333 1.55E-20 0.940825 0.080102
337.464 83.5742 8.13E-08 81 106 0.441667 4.34E-09 0.382573 0.05947
430.541 86.2891 3.77E-08 72 96 0.4 3.13E-09 0.561323 0.086311
532.112 85.7031 1.25E-12 36 40 0.166667 1.69E-14 0.911861 0.101532
423.012 85.7227 8.76E-08 81 110 0.458333 7.4E-09 -0.675 0.106836
306.666 85.5469 1.11E-06 46 52 0.216667 1.38E-07 -0.43094 0.075976
447.551 87.0703 4.22E-07 72 96 0.4 5.85E-08 0.680918 0.116117
339.807 83.8281 6.67E-07 84 103 0.429167 5.58E-08 0.649354 0.110535
317.403 83.6523 4.87E-06 75 91 0.379167 5.75E-07 0.575535 0.107707
288.668 83.8477 7.12E-07 46 52 0.216667 6.05E-08 -0.57681 0.09849
205.11 73.1836 2.55E-06 14 15 0.0625 3.72E-08 0.84939 0.142395
437.589 86.1719 3.05E-34 80 103 0.429167 1.73E-39 1.1714 0.054168
180.647 79.7461 5.04E-06 57 67 0.279167 3.17E-07 0.594152 0.108397
188.667 80.6445 1.02E-06 61 74 0.308333 5.14E-08 0.593769 0.100756
444.127 86.8359 2.57E-06 72 96 0.4 4.46E-07 0.477567 0.088397
231.113 83.3008 1.12E-07 49 63 0.2625 6.01E-09 0.739688 0.116246
262.845 84.0039 1.37E-06 22 24 0.1 1.35E-07 -0.5398 0.095095
228.898 84.2578 6.08E-08 47 61 0.254167 3.56E-09 0.742067 0.114593
319.907 84.5898 2.5E-11 42 50 0.208333 3.9E-13 -0.67017 0.080217
208.183 83.1836 4.84E-14 38 45 0.1875 1.38E-16 -0.73261 0.073741
790.432 89.1992 5.71E-08 79 95 0.395833 9E-09 0.600413 0.095672
405.88 84.0234 9.65E-07 66 80 0.333333 8.97E-08 -0.56474 0.097901
254.052 85.6445 3.96E-07 72 88 0.366667 4.21E-08 0.554715 0.09343
740.156 87.9688 8.33E-08 85 110 0.458333 1.09E-08 -0.55437 0.088918
302.922 83.7891 6.35E-07 44 49 0.204167 5.23E-08 0.547934 0.093041
132.246 80.918 3.78E-15 89 118 0.491667 2.23E-18 0.822374 0.076483
540.21 85.4297 7.11E-08 89 118 0.491667 5.47E-09 -0.45774 0.071705
265.355 83.3398 6.6E-06 11 12 0.05 7.87E-07 1.16548 0.221148
480.386 87.7148 3.7E-07 44 50 0.208333 5.63E-08 0.579985 0.098758
178.601 80.9961 6.02E-09 74 87 0.3625 1E-10 -0.65661 0.090865
724.653 86.5625 1.81E-11 68 84 0.35 4.98E-13 -0.61276 0.073775
237.895 83.3398 3.29E-08 66 79 0.329167 1.4E-09 -0.58482 0.087622
670.139 85.8984 3.82E-08 33 34 0.141667 2.93E-09 -0.62129 0.095328
150.551 78.8672 1.62E-06 87 118 0.491667 6.54E-08 0.325517 0.055747
149.922 79.1211 8.55E-15 57 68 0.283333 2.58E-18 0.77729 0.072486
374.444 84.1406 3.57E-06 81 99 0.4125 4.3E-07 0.429384 0.079352
424.197 84.8438 2.01E-10 56 72 0.3 4.91E-12 0.614091 0.078287
612.726 86.4453 2.17E-07 12 14 0.058333 2.44E-08 0.81793 0.135011
172.797 80.293 7.83E-11 74 87 0.3625 3.8E-13 0.534418 0.063926
529.461 87.1484 5.25E-09 57 68 0.283333 3.92E-10 -0.43771 0.063044
749.455 88.0273 6.22E-08 37 41 0.170833 7.9E-09 -0.93595 0.148471
333.642 85.625 9.5E-09 18 18 0.075 5.47E-10 -1.23354 0.179475
139.822 78.9648 2.71E-09 87 113 0.470833 2.11E-11 -0.54607 0.072354
156.714 79.6875 2.41E-07 87 118 0.491667 7.07E-09 0.339172 0.053599
144.124 78.3203 2.38E-10 42 45 0.1875 7.91E-13 -0.67473 0.082157
133.25 80.2344 1.38E-09 61 76 0.316667 1.32E-11 0.418036 0.054694
659.919 89.9805 2.16E-10 29 31 0.129167 2.15E-11 -0.89419 0.11854
153.839 79.1992 5.84E-09 55 66 0.275 5.94E-11 0.632893 0.086286
736.166 87.832 4.8E-14 64 75 0.3125 8.63E-16 -0.99185 0.103629
717.63 86.5625 2.73E-08 84 104 0.433333 2.29E-09 0.41282 0.06283
395.09 85.8984 1.01E-12 60 69 0.2875 1.41E-14 -0.61831 0.068568
793.315 87.8516 2.84E-09 56 66 0.275 2.29E-10 -0.89124 0.126327
317.148 85.0586 1.02E-10 19 20 0.083333 2.35E-12 1.10078 0.137707
334.858 84.9023 4.71E-08 83 109 0.454167 3.03E-09 -0.57599 0.088471
147.509 78.6719 4.83E-06 75 90 0.375 2.5E-07 -0.73588 0.132924
153.912 76.25 2.02E-21 33 39 0.1625 1.26E-27 -1.02151 0.067467
288.171 79.7852 7.78E-07 26 28 0.116667 3.12E-08 -0.83231 0.138627
428.892 85.3516 2.16E-06 55 70 0.291667 2.89E-07 -0.54598 0.09922
281.317 83.9844 4.52E-07 51 59 0.245833 3.62E-08 -0.52037 0.087152
775.599 88.6914 5.82E-12 75 91 0.379167 2.64E-13 -0.43739 0.051865
864.015 89.4531 1.06E-07 86 119 0.495833 1.88E-08 0.613922 0.100392
96.0611 80.5469 2.56E-06 68 91 0.379167 1.58E-07 -0.61646 0.109278
364.452 85.918 9.37E-10 52 62 0.258333 3.98E-11 -0.68487 0.092335
375.42 84.707 5.38E-15 87 112 0.466667 1.93E-17 0.883036 0.085535
280.011 85 2.44E-06 75 97 0.404167 3.14E-07 0.547491 0.099849
713.656 86.7383 1.33E-06 37 41 0.170833 2.06E-07 0.911301 0.163317
395.144 86.5039 3.77E-09 11 12 0.05 2.31E-10 1.02716 0.145619
842.229 90.9375 1.28E-21 64 75 0.3125 1.26E-23 1.0006 0.075833
260.328 84.7656 3.12E-17 63 75 0.3125 4.59E-20 1.09519 0.095005
83.4135 77.9492 2.7E-13 64 79 0.329167 1.2E-16 0.94409 0.094763
239.822 84.3945 1.21E-13 69 84 0.35 6.67E-16 0.845734 0.087895
684.161 88.0078 5.88E-08 57 64 0.266667 7.38E-09 0.387826 0.061376
352.618 81.25 2.5E-06 74 101 0.420833 1.73E-07 -0.46844 0.08336
308.16 85.3906 3.97E-08 32 38 0.158333 2.75E-09 -0.85749 0.131296
149.22 81.6016 1.22E-07 89 120 0.5 4.64E-09 -0.47488 0.073985
328.283 85.4688 4.88E-17 73 92 0.383333 1.1E-19 -0.75315 0.066343
477.675 85.7812 7.82E-07 67 85 0.354167 9.51E-08 0.377446 0.065583
258.091 84.5312 1.59E-10 78 106 0.441667 3.39E-12 -0.52132 0.065829
751.183 88.2617 1.44E-07 45 51 0.2125 2.14E-08 0.814033 0.133736
635.136 86.4648 3.79E-07 21 21 0.0875 4.65E-08 0.748327 0.126508
84.9776 79.4141 2.09E-06 74 91 0.379167 9.95E-08 -0.57558 0.100186
161.007 81.0352 1.73E-15 39 46 0.191667 9.02E-19 0.767028 0.07016
168.032 79.9023 1.31E-06 40 48 0.2 6.08E-08 -0.75188 0.1284
116.158 79.4531 1.04E-10 73 85 0.354167 4.07E-13 1.03001 0.123413
431.158 84.4141 2.1E-08 69 87 0.3625 1.05E-09 0.473697 0.070323
306.104 82.5781 2.8E-06 29 32 0.133333 2.49E-07 -0.57521 0.10389
758.229 86.3281 3.11E-07 68 84 0.35 3.61E-08 0.638405 0.106908
805.363 88.0664 7.11E-08 69 81 0.3375 9.26E-09 0.601703 0.095971
233.793 83.6328 1.08E-07 33 34 0.141667 6.17E-09 -0.48319 0.076003
441.822 85.4492 3.36E-13 72 90 0.375 3.33E-15 -0.5638 0.060601
477.482 87.5 2.42E-14 55 70 0.291667 3.48E-16 0.855094 0.08769
468.824 86.1719 2.52E-07 69 93 0.3875 2.75E-08 -0.49205 0.081582
393.306 83.3008 9.12E-10 62 77 0.320833 1.9E-11 0.679914 0.089838
450.34 86.2891 2.28E-06 95 118 0.491667 3.56E-07 0.717985 0.13163
431.768 85 2.55E-06 60 70 0.291667 3.32E-07 0.589569 0.107769
768.607 87.3828 9.33E-08 68 84 0.35 1.11E-08 0.646606 0.103769
725.196 88.2227 1.61E-09 73 97 0.404167 1.32E-10 -0.29496 0.041139
724.804 87.8125 1.34E-06 36 41 0.170833 2.48E-07 -0.87588 0.158158
376.239 83.75 2.99E-08 87 112 0.466667 1.37E-09 0.655458 0.09814
369.01 84.082 1.29E-07 86 107 0.445833 8.32E-09 0.596988 0.09487
107.532 78.8672 4.8E-17 47 49 0.204167 3.23E-21 0.985286 0.081684
540.89 87.7344 5.72E-07 26 27 0.1125 9.27E-08 0.993245 0.172407
164.892 80.1758 8.37E-08 29 32 0.133333 2.12E-09 -0.90859 0.13794
786.703 88.7109 4.26E-13 44 50 0.208333 1.4E-14 0.853397 0.094624
401.098 86.2695 1.2E-07 23 25 0.104167 1.18E-08 -1.00881 0.162285
385.601 84.6875 5.03E-24 87 112 0.466667 4.29E-28 1.08863 0.070803
121.063 80.918 6.62E-07 65 78 0.325 3.19E-08 0.451474 0.075259
392.352 86.9727 9.88E-09 86 117 0.4875 7.78E-10 0.738437 0.10861
258.909 84.0234 1.01E-06 80 98 0.408333 9.43E-08 0.547737 0.09514
89.5384 80.7617 1.24E-06 84 109 0.454167 6.68E-08 -0.59267 0.101582
644.396 88.3008 3.39E-10 68 84 0.35 2.31E-11 -0.65203 0.08661
768.769 88.5938 1.63E-07 64 76 0.316667 2.6E-08 -0.74322 0.12297
663.802 89.043 5.66E-08 89 115 0.479167 8.65E-09 -0.59471 0.094633
754.274 87.5586 1.37E-06 33 35 0.145833 2.44E-07 0.671136 0.121103
317.963 83.6328 6.4E-06 12 15 0.0625 7.93E-07 1.32934 0.252335
612.66 86.4844 1.33E-07 36 41 0.170833 1.4E-08 0.447202 0.072368
683.354 85.8789 4.98E-07 49 55 0.229167 5.73E-08 0.689353 0.117461
88.5574 80.4297 5.31E-08 84 109 0.454167 1.28E-09 -0.59619 0.089066
337.194 85.8398 5.67E-10 76 96 0.4 2.17E-11 -0.59921 0.079458
125.876 79.8633 1.24E-17 45 52 0.216667 1.05E-21 1.16142 0.094507
422.049 87.2656 6.73E-09 84 104 0.433333 5.35E-10 0.698036 0.101493
319.351 85.3125 5.26E-11 82 103 0.429167 1.17E-12 0.783383 0.09631
601.543 86.582 1.43E-12 55 64 0.266667 2.68E-14 -0.7291 0.08202
236.185 80.8398 1.64E-06 14 15 0.0625 9.6E-08 0.767104 0.133335
290.458 83.7305 1.56E-08 65 78 0.325 6.28E-10 -0.4209 0.061498
426.917 87.3047 2.58E-09 74 87 0.3625 1.81E-10 0.783198 0.110243
132.415 80.7812 7.54E-07 47 55 0.229167 3.64E-08 -0.51314 0.085963
205.582 82.9688 6.62E-07 66 87 0.3625 4.72E-08 -0.52377 0.088597
308.69 83.418 4.39E-08 81 104 0.433333 2.01E-09 -0.69992 0.106091
315.698 84.8438 2.28E-10 87 113 0.470833 5.7E-12 -0.71673 0.091725
90.4337 78.1055 9.41E-06 75 93 0.3875 5.27E-07 0.451333 0.084141
122.818 79.3555 1.33E-05 39 50 0.208333 9.95E-07 -0.77804 0.149197
118.458 80.4688 2.28E-06 43 45 0.1875 1.35E-07 -0.81651 0.143836
296.701 83.3984 4.6E-06 54 67 0.279167 5.16E-07 0.524695 0.097735
234.668 84.5312 4.93E-07 74 100 0.416667 4.44E-08 0.344069 0.058065
314.856 84.668 5.74E-16 82 104 0.433333 1.36E-18 -0.885 0.081558
619.933 85.8203 2.59E-08 36 37 0.154167 1.83E-09 0.757201 0.114427
129.594 82.6367 9.25E-08 60 71 0.295833 4.15E-09 -0.60219 0.093464
676.248 86.4453 3.5E-10 75 99 0.4125 1.46E-11 0.487703 0.063985
90.7142 80.332 2.08E-07 70 85 0.354167 6.78E-09 -0.60637 0.095684
437.573 85.957 2.37E-06 35 36 0.15 3.54E-07 -0.96451 0.176775
333.034 85.9961 4.29E-13 91 119 0.495833 5.41E-15 -0.72438 0.078677
357.65 85.5664 1.63E-06 85 119 0.495833 2.16E-07 0.408518 0.073352
336.683 85.8398 6.47E-09 19 20 0.083333 3.68E-10 0.772409 0.111041
129.126 82.168 6.76E-06 70 93 0.3875 6.76E-07 0.544795 0.102683
358.154 83.418 4.34E-06 61 69 0.2875 4.83E-07 -0.44994 0.083569
82.0881 77.0703 9.61E-18 66 83 0.345833 1.4E-22 0.728206 0.057334
658.107 89.0039 1.89E-09 55 64 0.266667 1.9E-10 -0.57317 0.0808
149.61 82.3828 4.5E-15 68 80 0.333333 5.51E-18 0.846985 0.08011
656.22 87.9883 1.31E-07 64 85 0.354167 1.82E-08 -0.4476 0.073114
129.633 79.8047 2.94E-06 71 91 0.379167 1.64E-07 0.444787 0.078975
782.071 89.2969 1.86E-10 36 41 0.170833 1.52E-11 -0.98423 0.12927
666.203 87.1484 1.97E-16 67 85 0.354167 1.22E-18 -0.74416 0.068447
317.271 84.7656 1.26E-08 86 117 0.4875 6.21E-10 0.577547 0.084357
131.543 79.3359 8.8E-08 69 79 0.329167 1.85E-09 -0.74399 0.112468
139.93 79.6289 2.65E-06 76 104 0.433333 1.39E-07 -0.43626 0.076957
155.507 80.8594 1.8E-07 83 111 0.4625 6.36E-09 0.585695 0.09222
162.649 81.2305 3.34E-23 84 115 0.479167 3.26E-28 -1.09603 0.071007
145.604 77.9102 1.71E-17 43 46 0.191667 4.94E-22 -1.22827 0.098711
721.59 85.8398 3.04E-07 12 14 0.058333 3.21E-08 1.05209 0.175419
149.211 80.0195 8.15E-10 89 115 0.479167 6.41E-12 -0.43825 0.056259
720.37 86.6406 9.27E-08 84 104 0.433333 9.49E-09 0.404732 0.064609
324.214 84.5117 1.71E-06 70 83 0.345833 1.92E-07 -0.63831 0.114062
160.608 80.2734 6.07E-06 85 108 0.45 4.36E-07 0.427832 0.079115
148.339 78.8281 3.65E-09 37 43 0.179167 2.96E-11 0.756126 0.101111
689.152 86.0938 4.54E-07 79 107 0.445833 5.35E-08 -0.44184 0.075091
342.393 84.8242 1.62E-06 49 62 0.258333 1.89E-07 0.394803 0.070505
131.35 80.7812 1.03E-15 90 119 0.495833 4.19E-19 0.941031 0.084888
484.235 86.1133 1.23E-20 39 42 0.175 1.01E-23 -1.38317 0.104463
141.055 78.4375 1.68E-08 61 78 0.325 1.83E-10 -0.61918 0.08719
606.125 86.543 2.49E-08 71 86 0.358333 2.05E-09 0.58875 0.089288
459.763 86.25 4.89E-07 50 56 0.233333 6E-08 -0.41243 0.070399
232.357 83.6133 3.49E-06 57 68 0.283333 3.84E-07 -0.52207 0.096022
297.572 83.2617 5.95E-06 32 35 0.145833 6.87E-07 -0.56951 0.107414
251.454 85.1367 1.95E-13 63 76 0.316667 1.57E-15 -0.91555 0.096851
540.377 85.9961 2.56E-06 16 16 0.066667 3.9E-07 1.17204 0.215704
462.394 85.3516 3.12E-06 33 38 0.158333 4.44E-07 0.759162 0.140499
574.305 86.4648 8.95E-21 90 119 0.495833 8.61E-24 -0.96148 0.072433
202.032 82.3047 3.31E-08 50 56 0.233333 1.11E-09 -0.7638 0.113608
184.518 81.9531 8.08E-12 46 53 0.220833 4.14E-14 0.862816 0.098017
303.099 83.2227 1.56E-06 79 102 0.425 1.38E-07 0.607338 0.107084
138.09 79.8047 1.09E-05 61 76 0.316667 8.38E-07 -0.44258 0.084213
587.487 86.4062 5.75E-08 40 42 0.175 5.22E-09 -0.83257 0.130221
670.802 86.543 2.86E-09 69 89 0.370833 1.69E-10 0.578123 0.081214
158.976 78.9258 6.18E-08 21 21 0.0875 1.08E-09 1.09424 0.16259
316.586 84.1602 5.31E-09 33 37 0.154167 1.94E-10 0.606827 0.085597
168.358 80.918 3.87E-06 46 53 0.220833 2.79E-07 0.74073 0.134414
157.101 79.082 8.46E-07 59 67 0.279167 3.01E-08 0.661815 0.110083
836.972 89.082 5.21E-09 64 71 0.295833 6.02E-10 0.62235 0.090816
178.915 80.2344 1.16E-05 81 107 0.445833 9.71E-07 -0.36634 0.070171
389.445 84.9023 4.4E-07 49 61 0.254167 4.16E-08 -0.58381 0.09828
149.841 83.6914 3.04E-06 29 29 0.120833 3.3E-07 -0.9236 0.168794
302.919 83.9648 5.21E-06 66 82 0.341667 6.54E-07 -0.58586 0.110258
816.265 88.3594 7.39E-11 72 94 0.391667 4.2E-12 0.890733 0.113095
67.6141 77.5977 5.9E-11 86 112 0.466667 1.03E-13 -0.52744 0.061185
137.589 79.0625 9.33E-13 76 100 0.416667 9.36E-16 -0.53747 0.056249
453.052 86.8164 2.34E-06 62 72 0.3 4E-07 0.669774 0.123397
585.878 86.8164 1.07E-07 66 80 0.333333 1.15E-08 -0.62438 0.100351
402.12 85.918 1.29E-11 82 119 0.495833 2.74E-13 -0.73493 0.087231
440.731 85.6445 2.36E-07 68 81 0.3375 2.31E-08 0.43779 0.072121
327.902 83.8672 3.94E-06 83 110 0.458333 4.62E-07 -0.50639 0.093875
444.599 85.7422 4.51E-07 68 81 0.3375 4.98E-08 0.627859 0.10642
308.815 84.4531 2.51E-06 64 73 0.304167 2.98E-07 -0.63509 0.115565
598.518 87.0703 5.47E-09 56 76 0.316667 4.04E-10 -0.57318 0.08263
549.698 86.543 1.15E-06 90 119 0.495833 1.69E-07 -0.5738 0.101998
568.66 86.4453 3.21E-15 90 119 0.495833 2.23E-17 -0.81269 0.078936
130.015 80.8203 1.8E-06 85 107 0.445833 1.08E-07 0.411508 0.071846
135.715 79.5508 5.96E-06 79 109 0.454167 3.78E-07 -0.41906 0.077019
135.199 78.1836 1.21E-07 49 53 0.220833 2.11E-09 -0.52819 0.080183
465.255 85.9961 2.93E-06 82 109 0.454167 4.56E-07 -0.52936 0.098077
448.295 85.5469 4.87E-07 46 52 0.216667 5.27E-08 0.432814 0.073514
425.085 85.0195 8.51E-12 45 51 0.2125 1.26E-13 0.691871 0.080634
556.203 85.8398 2.82E-11 18 19 0.079167 6.64E-13 -0.97628 0.118366
432.761 85.6445 3.67E-06 62 77 0.320833 5.61E-07 0.472937 0.088409
842.967 88.7695 9.18E-07 50 59 0.245833 1.87E-07 -0.67738 0.120926
149.353 79.1406 3.84E-06 70 93 0.3875 2.03E-07 -0.63171 0.113137
205.062 81.1328 6.29E-06 46 51 0.2125 5.25E-07 -0.43579 0.081235
751.768 87.6953 2.03E-14 80 100 0.416667 3.08E-16 0.731949 0.074878
143.83 80.6641 6.61E-09 77 102 0.425 1.03E-10 -0.52835 0.073172
160.107 80.7812 4.65E-09 44 52 0.216667 6.91E-11 0.905728 0.12401
175.609 81.3867 7.9E-08 64 74 0.308333 2.6E-09 0.735087 0.112346
264.384 84.7461 3.44E-07 72 93 0.3875 3.03E-08 0.6495 0.108068
755.888 87.2266 5.39E-09 87 117 0.4875 4.12E-10 0.658904 0.095045
768.764 88.5938 3.97E-07 28 29 0.120833 7.1E-08 -1.11336 0.191268
754.944 86.875 3.12E-07 45 53 0.220833 4E-08 0.507631 0.085335
585.731 86.0938 1.73E-06 71 86 0.358333 2.52E-07 0.479709 0.086689
171.695 80.1562 1.62E-16 47 56 0.233333 3.05E-20 0.853447 0.073512
465.418 86.3281 4.8E-09 35 38 0.158333 2.92E-10 -0.88195 0.125916
316.124 84.1211 1.74E-09 54 60 0.25 5.14E-11 0.952697 0.129365
520.417 88.4961 4E-09 55 71 0.295833 3.92E-10 -0.50765 0.073118
418.413 84.3164 6.18E-07 21 22 0.091667 5.58E-08 -1.13363 0.192966
403.588 83.9648 7.74E-07 70 88 0.366667 6.83E-08 -0.4315 0.07402
811.925 89.5508 3.1E-10 72 88 0.366667 2.88E-11 -0.6696 0.089479
335.73 86.1719 8.95E-07 81 104 0.433333 1.19E-07 0.586997 0.102895
441.266 85.1953 3.88E-06 81 103 0.429167 5.58E-07 0.529904 0.099038
346.772 86.4062 4.88E-07 73 92 0.383333 6.15E-08 -0.67426 0.115201
185.233 82.168 6E-13 47 56 0.233333 1.9E-15 -0.71141 0.075566
429.567 84.5312 6.75E-26 71 84 0.35 2.34E-30 -1.12312 0.067949
467.188 86.2109 4.06E-10 29 30 0.125 1.63E-11 -0.99182 0.130504
113.154 77.9492 1.85E-08 24 26 0.108333 1.81E-10 0.836918 0.11781
217.929 83.0273 1.27E-06 52 60 0.25 1.04E-07 0.549267 0.095774
154.925 80 2.52E-06 75 108 0.45 1.4E-07 -0.51911 0.091589
113.344 79.3555 5.72E-11 26 30 0.125 1.86E-13 0.950363 0.111771
306.828 83.5742 2.26E-06 71 88 0.366667 2.28E-07 -0.40742 0.073317
611.362 86.1914 5.16E-14 44 48 0.2 5E-16 1.06077 0.109594
256.583 83.6914 2.53E-06 34 38 0.158333 2.66E-07 -0.67804 0.122802
91.337 82.7344 2.16E-20 40 44 0.183333 2.47E-24 -0.94373 0.069734
676.31 86.3867 1.17E-10 84 116 0.483333 4.07E-12 -0.39351 0.049923
318.53 85.5469 3.11E-07 18 19 0.079167 3.12E-08 -0.73889 0.123076
682.903 87.2852 9.95E-08 30 36 0.15 1.17E-08 0.768823 0.123619
560.818 84.8828 1.41E-14 44 48 0.2 6.5E-17 0.8533 0.084625
15.0737 82.1484 4.27E-07 50 59 0.245833 2.38E-08 -0.67898 0.111977
176.707 82.7148 3.48E-11 91 119 0.495833 3.15E-13 0.669262 0.079697
565.278 84.668 4.54E-10 77 96 0.4 1.22E-11 0.486178 0.063473
593.616 85.918 8.59E-08 19 19 0.079167 7.52E-09 -0.68589 0.108621
641.349 86.8945 1.08E-06 57 64 0.266667 1.67E-07 0.487313 0.086591
342.874 85.6641 4.67E-09 66 85 0.354167 2.41E-10 -0.61136 0.086787
49.1383 77.4023 2.48E-06 64 74 0.308333 8.47E-08 0.465479 0.080515
59.0008 78.7305 6.38E-13 76 100 0.416667 5.03E-16 0.774785 0.080056
73.7534 77.793 2.65E-10 76 100 0.416667 7.62E-13 -0.60419 0.0735
161.495 80.8398 5.1E-13 82 100 0.416667 9.16E-16 -0.90028 0.094178
480.557 86.1328 8.93E-10 16 16 0.066667 3.98E-11 -1.23303 0.166237
14.2586 82.3633 3.72E-07 75 97 0.404167 2.1E-08 -0.60385 0.099141
48.905 77.8125 6.61E-09 75 98 0.408333 4.69E-11 0.818854 0.110907
434.32 79.7266 1.97E-20 44 48 0.2 3.03E-25 -1.12905 0.080807
83.5802 80.1172 4.74E-11 67 81 0.3375 1.92E-13 -0.49803 0.058613
514.619 85.8008 3.02E-09 13 14 0.058333 1.5E-10 -1.21949 0.170724
249.816 83.7891 1.02E-08 44 55 0.229167 3.84E-10 -0.75732 0.10901
18.7678 80.5469 1.04E-10 60 74 0.308333 5.85E-13 -0.86849 0.104973
555.654 85.5664 3.73E-06 40 45 0.1875 5.64E-07 -0.59227 0.11075
227.52 81.5625 3.29E-08 63 80 0.333333 9.27E-10 0.606775 0.089733
247.309 83.4961 9.62E-19 44 55 0.229167 3.74E-22 -1.10013 0.088011
583.35 86.4844 1.39E-18 43 50 0.208333 2.97E-21 -1.14546 0.094827
485.894 84.9023 2.07E-06 20 23 0.095833 2.56E-07 0.596035 0.107767
66.7858 77.5391 8.79E-06 51 58 0.241667 4.39E-07 0.438123 0.081038
84.6049 80.7422 7.26E-06 40 44 0.183333 5.87E-07 -0.67733 0.126875
47.5755 77.9883 4.46E-15 74 95 0.395833 6.38E-19 0.919842 0.08361
474.616 85.8398 2.92E-07 36 37 0.154167 3.06E-08 -0.77767 0.129447
16.0676 83.2812 3.31E-09 75 97 0.404167 8.87E-11 -0.74839 0.103197
67.7001 78.3398 4.56E-07 48 54 0.225 1.18E-08 0.696137 0.111973
89.1894 79.9805 4.38E-10 41 42 0.175 2.92E-12 0.920947 0.115857
14.7103 82.4219 3.22E-09 75 97 0.404167 6.84E-11 -0.72935 0.099833
262.671 83.4961 4.48E-08 35 37 0.154167 2.1E-09 -0.86585 0.13141
483.452 85.3906 1.88E-08 54 64 0.266667 1.15E-09 0.695507 0.103547
476.354 85.8398 3.27E-06 60 72 0.3 5.05E-07 0.614512 0.114351
563.849 84.6289 5.87E-07 26 27 0.1125 5.55E-08 -0.95008 0.16169
45.8799 77.2852 2.71E-06 76 100 0.416667 9.25E-08 -0.58298 0.101185
295.959 83.4766 6.26E-06 59 76 0.316667 7.54E-07 -0.5948 0.112648
85.4003 81.2109 4.19E-15 27 28 0.116667 2.92E-18 -1.50371 0.140544
323.535 85.332 1.53E-06 83 115 0.479167 1.92E-07 -0.28124 0.050258
84.9547 81.1133 1.69E-10 40 44 0.183333 1.28E-12 -0.96275 0.11863
86.1429 80.4688 1.52E-10 40 44 0.183333 9.2E-13 -0.93785 0.114618
458.187 84.8047 5.45E-07 36 39 0.1625 5.25E-08 0.695737 0.118157
740.067 88.2422 1.7E-09 45 55 0.229167 1.4E-10 0.54221 0.07576
132.688 81.1914 1.33E-06 86 109 0.454167 7.91E-08 0.563989 0.097293
258.331 83.4961 4.91E-08 35 37 0.154167 2.34E-09 -0.74611 0.113642
195.277 81.8359 4.52E-06 42 51 0.2125 3.94E-07 -0.36095 0.066455
74.7925 78.6914 5.15E-08 81 111 0.4625 8.07E-10 0.744074 0.109566
194.891 82.5391 2.32E-07 47 51 0.2125 1.23E-08 -0.56843 0.09156
180.907 83.6719 2.23E-06 85 107 0.445833 2.29E-07 -0.45735 0.08231
632.157 86.5625 7.16E-11 52 66 0.275 2.42E-12 0.43747 0.054773
353.018 85.5664 9.34E-10 48 56 0.233333 3.61E-11 -0.87984 0.118308
589.827 88.3594 2.3E-12 27 30 0.125 8.33E-14 -1.28328 0.148129
261.737 83.2031 3.4E-06 32 34 0.141667 3.49E-07 -0.73078 0.133866
245.693 84.2773 1.93E-08 63 80 0.333333 9.23E-10 0.737237 0.109011
452.572 83.6328 2.34E-20 53 61 0.254167 4.78E-24 1.20405 0.089882
593.805 86.3086 1.05E-07 78 101 0.420833 1.03E-08 0.588748 0.094254
510.35 85.2344 4E-13 57 73 0.304167 3.77E-15 -0.74057 0.079813
541.957 86.4453 6.75E-25 69 86 0.358333 1.46E-28 1.15736 0.074137
451.365 82.3242 2.29E-20 41 46 0.191667 2.04E-24 1.14471 0.084338
269.81 81.875 1.11E-06 62 72 0.3 7.18E-08 -0.61918 0.106418
283.712 82.8906 4.41E-12 47 52 0.216667 2.78E-14 0.784549 0.08833
247.834 81.6602 1.67E-10 67 84 0.35 1.51E-12 0.778624 0.096333
488.537 84.5508 6.1E-15 41 46 0.191667 2.1E-17 1.01 0.097984
431.767 85.8203 1.94E-06 87 113 0.470833 2.75E-07 -0.57215 0.103766
264.928 83.0273 1.25E-07 74 94 0.391667 6.47E-09 0.640415 0.100895
505.049 84.4141 2.29E-09 71 85 0.354167 7.66E-11 0.689559 0.09469
455.278 86.7383 5.18E-08 82 104 0.433333 4.96E-09 -0.47965 0.074893
435.191 85.4102 1.99E-06 68 82 0.341667 2.66E-07 0.635626 0.115108
396.121 85 1.19E-08 89 111 0.4625 6.16E-10 0.456728 0.066694
504.6 85.4883 2.88E-15 61 68 0.283333 1.31E-17 0.855705 0.082268
256.71 81.2891 2.12E-06 47 52 0.216667 1.43E-07 0.807427 0.142568
626.525 87.4414 1.82E-08 63 72 0.3 1.74E-09 0.77381 0.11673
421.648 85.2734 2.76E-06 85 115 0.479167 3.79E-07 0.370574 0.068122
258.986 81.543 3.43E-06 83 110 0.458333 2.68E-07 -0.2916 0.052823
376.071 84.1602 1.48E-06 55 67 0.279167 1.52E-07 0.592341 0.104858
569.552 86.6992 1.93E-08 40 45 0.1875 1.58E-09 -0.47593 0.071578
472.07 83.6523 1.57E-15 56 71 0.295833 2.8E-18 0.898187 0.083883
427.419 86.4844 1.36E-06 88 114 0.475 2.03E-07 0.534064 0.095652
276.472 85.8594 4.32E-08 70 81 0.3375 3.35E-09 -0.63747 0.09824
418.095 85.4492 3.38E-06 77 104 0.433333 4.94E-07 0.524746 0.09756
534.703 86.3477 4.77E-14 61 68 0.283333 4.86E-16 0.546086 0.056385
479.306 83.6719 1.09E-13 39 44 0.183333 4.46E-16 -1.10881 0.114286
560.934 86.3477 5.23E-27 84 107 0.445833 4.9E-31 1.12117 0.06641
600.049 86.9531 5.7E-15 40 48 0.2 5.34E-17 1.0833 0.107021
471.76 85 5.23E-09 81 108 0.45 2.35E-10 0.557259 0.079042
179.76 81.1914 8.86E-12 71 87 0.3625 3.53E-14 -0.92801 0.105041
536.694 85.293 7.32E-09 61 74 0.308333 3.73E-10 0.613492 0.088233
213.684 82.4023 9.76E-07 71 87 0.3625 6.79E-08 0.696002 0.119362
504.755 84.9023 1.9E-17 48 58 0.241667 2.75E-20 1.08583 0.093357
568.553 87.3047 1.12E-24 57 67 0.279167 4.79E-28 1.15656 0.075338
444.523 86.1719 8E-08 83 108 0.45 7.3E-09 -0.56985 0.090149
332.774 81.1133 1.16E-13 61 72 0.3 1.66E-16 0.879744 0.088886
424.345 85.2734 2.13E-26 84 114 0.475 1.08E-30 -1.01861 0.06098
457.492 83.3398 2.16E-13 56 71 0.295833 8.82E-16 0.859358 0.089828
279.328 82.5391 3.41E-06 43 49 0.204167 3.15E-07 0.657688 0.119948
517.659 86.4453 6.43E-08 25 26 0.108333 5.99E-09 -0.78009 0.122582
413.039 86.4258 1.65E-09 81 107 0.445833 8.7E-11 0.61419 0.084646
251.308 80.5664 5.72E-06 56 64 0.266667 4.26E-07 0.451424 0.083395
265.164 83.2031 4.11E-06 59 67 0.279167 4.38E-07 -0.66669 0.123307
640.156 88.1641 8.97E-19 66 77 0.320833 4.28E-21 1.01308 0.084387
318.778 85.4883 1.47E-07 16 17 0.070833 1.29E-08 0.956246 0.154294
341.437 84.7852 7.91E-18 91 118 0.491667 9.21E-21 0.938633 0.079205
480.585 84.2773 1.16E-07 48 59 0.245833 7.69E-09 0.308562 0.048902
833.84 89.9414 1.25E-25 23 24 0.1 2.52E-28 -1.63283 0.1054
365.584 85.4492 1.61E-09 40 44 0.183333 6.6E-11 0.892245 0.122009
259.573 83.3008 1.68E-07 38 44 0.183333 9.77E-09 0.741684 0.118521
268.154 84.6875 2.86E-06 62 73 0.304167 3.61E-07 0.48777 0.089476
190.458 79.8047 3.37E-08 81 118 0.491667 6.24E-10 0.601302 0.087841
179.178 79.1406 2.27E-06 81 118 0.491667 1.05E-07 0.444403 0.07752
433.605 86.8555 2.49E-10 79 106 0.441667 1.11E-11 -0.67117 0.087401
192.444 79.7461 1.36E-06 61 73 0.304167 6.17E-08 0.564455 0.096454
836.071 88.8672 9.45E-14 71 91 0.379167 2.71E-15 -0.86711 0.092796
186.536 80.8203 5.97E-15 39 46 0.191667 3.75E-18 1.13564 0.10664
742.799 84.8828 2.66E-07 75 101 0.420833 2.3E-08 0.607751 0.100106
566.32 88.5547 8.3E-11 37 43 0.179167 5.05E-12 0.985678 0.125748
209.35 80 2.55E-08 85 113 0.470833 4.64E-10 -0.61479 0.089003
248.081 85.5469 1.74E-11 83 107 0.445833 3.45E-13 -0.66487 0.079346
263.515 81.4453 2.38E-07 49 57 0.2375 1.02E-08 0.606651 0.097071
475.413 85.7031 7.16E-09 20 25 0.104167 4E-10 -0.74322 0.107116
219.35 81.2305 6.19E-06 61 74 0.308333 5.23E-07 -0.6445 0.120117
281.545 85.3125 8.67E-09 38 44 0.183333 4.57E-10 0.785867 0.113715
458.172 84.4531 1.21E-07 46 54 0.225 8.36E-09 0.616181 0.097934
302.247 83.3594 5.93E-12 71 85 0.354167 4.68E-14 -0.8549 0.097387
197.191 84.3359 5.13E-09 60 69 0.2875 1.95E-10 -0.63521 0.089607
719.868 87.1875 3.92E-19 23 24 0.1 1E-21 -1.36401 0.110898
357.022 84.9609 2.41E-22 91 118 0.491667 4.95E-26 -1.08993 0.07593
507.421 86.1523 1.06E-07 37 43 0.179167 1.01E-08 -0.8458 0.135297
582.924 88.6914 1E-07 11 12 0.05 1.54E-08 1.06049 0.172174
522.078 79.4727 4.08E-09 48 55 0.229167 4.08E-11 -0.70402 0.094983
783.456 87.793 2.21E-06 13 14 0.058333 4.34E-07 0.728329 0.134661
148.967 83.1445 2.59E-13 58 66 0.275 1.01E-15 -0.84928 0.089027
741.435 85.5469 5.58E-09 82 112 0.466667 2.89E-10 0.693129 0.098925
552.915 87.6562 1.18E-06 23 23 0.095833 2.09E-07 0.970674 0.174047
174.286 79.375 3.14E-07 77 106 0.441667 9.22E-09 -0.63918 0.101936
218.704 81.2891 2.37E-06 82 119 0.495833 1.63E-07 0.562008 0.099762
254.536 84.2773 1.35E-13 75 98 0.408333 7.27E-16 0.881295 0.091752
296.179 85.9961 7.99E-14 36 42 0.175 7.7E-16 -0.98867 0.103053
370.885 85.9961 2.97E-07 35 39 0.1625 3.22E-08 -0.60039 0.100115
343.954 84.5312 9.89E-07 26 26 0.108333 1.01E-07 -1.04671 0.182287
383.032 86.9336 3.79E-07 55 65 0.270833 5.06E-08 0.369774 0.062709
374.695 85.8984 1.73E-16 91 118 0.491667 5.92E-19 -0.87255 0.079203
203.892 79.2969 2.23E-08 34 40 0.166667 3.28E-10 -0.79088 0.113307
269.014 83.7109 1.07E-07 35 39 0.1625 6.22E-09 -0.74375 0.117021
287.267 86.6016 1.57E-08 46 52 0.216667 1.22E-09 0.778381 0.116105
216.257 86.6602 8.1E-08 85 111 0.4625 8.15E-09 0.356997 0.056691
892.426 88.457 2.62E-18 88 113 0.470833 1.67E-20 -1.03504 0.088229
724.12 86.8164 5.99E-20 25 26 0.108333 9.45E-23 -1.53472 0.120081
747.951 87.5781 1.98E-14 27 28 0.116667 2.85E-16 -1.29497 0.132264
447.431 87.9883 1.72E-09 87 116 0.483333 1.34E-10 -0.59502 0.083033
363.142 86.5625 1.11E-10 92 119 0.495833 4.01E-12 0.701343 0.088942
511.674 85.4883 1.24E-06 69 86 0.358333 1.55E-07 -0.67774 0.120057
192.543 80.957 6.48E-08 81 118 0.491667 1.85E-09 0.565776 0.085519
354.87 85.9766 2.82E-09 77 97 0.404167 1.45E-10 0.479647 0.067083
722.89 87.0312 3.67E-17 77 103 0.429167 1.69E-19 0.923716 0.081984
460.397 88.3789 1.94E-09 83 109 0.454167 1.69E-10 0.7756 0.108963
138.672 80.3125 3.03E-07 69 89 0.370833 1.07E-08 0.650916 0.10436
326.475 85.4102 3.48E-08 60 67 0.279167 2.37E-09 0.857974 0.130725
103.016 79.043 1.03E-10 69 85 0.354167 3.48E-13 -0.74145 0.088506
736.031 87.207 5.15E-07 24 25 0.104167 7.52E-08 0.898702 0.154736
530.321 85.918 2.69E-06 17 17 0.070833 4.08E-07 0.876771 0.16168
259.137 82.5 6.88E-06 15 15 0.0625 7.27E-07 -0.95464 0.180505
774.505 88.4766 1.53E-18 25 26 0.108333 9.18E-21 -1.487 0.125471
305.577 84.3164 6.03E-07 68 82 0.341667 5.41E-08 -0.64174 0.109113
421.021 85.8594 1.18E-24 64 79 0.329167 1.83E-28 -0.88449 0.056838
270.501 82.3828 3.08E-09 67 79 0.329167 6.42E-11 -0.58269 0.079614
260.171 83.7305 3.98E-10 59 73 0.304167 7.99E-12 0.534163 0.068966
513.114 85.9375 2.46E-07 64 81 0.3375 2.56E-08 -0.61281 0.101335
285.462 83.7305 1.93E-14 66 81 0.3375 5.79E-17 -0.77278 0.076465
303.288 84.2188 4.19E-06 86 114 0.475 5.26E-07 -0.45908 0.085585
434.904 83.5352 2.8E-10 61 78 0.325 4.96E-12 0.660391 0.084213
162.395 76.0938 6.23E-06 54 65 0.270833 2.17E-07 -0.54467 0.097824
493.008 85.5078 6.93E-07 13 14 0.058333 7.89E-08 0.852463 0.147046
267.599 84.8633 1.16E-09 79 103 0.429167 3.88E-11 0.684173 0.092179
529.979 87.1484 9.49E-11 37 43 0.179167 3.97E-12 0.868949 0.11017
545.324 87.5977 2.68E-07 37 43 0.179167 3.82E-08 1.06218 0.178257
502.999 85.4492 7.67E-14 37 43 0.179167 5.94E-16 1.05234 0.109105
347.184 85.0195 2.65E-33 91 118 0.491667 6.73E-39 -1.16899 0.054957
596.047 89.1211 2.59E-12 37 43 0.179167 1.21E-13 0.964586 0.11231
364.9 85.293 2.5E-13 91 118 0.491667 2.23E-15 0.994248 0.105962
205.221 79.4531 2.75E-06 33 38 0.158333 1.41E-07 -0.58842 0.103849
250.622 82.5977 1.57E-09 79 105 0.4375 3.02E-11 0.647355 0.08662
544.876 86.8945 2.17E-07 28 28 0.116667 2.65E-08 1.13236 0.187477
217.606 80.5859 4.19E-10 39 46 0.191667 3.34E-12 -0.89121 0.112493
224.576 81.875 1.62E-06 37 43 0.179167 1.14E-07 -0.78081 0.136643























































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Table S4: Enrichment of fetal brain eTranscript cis-eQTL within functional annotations provided by the E
Category Type Tissue Celltype annotationOR Pvalue Beta BetaSE
Chromatin_PROMOTERblood_vessHUVEC 0.0012 2.197978 7.21E-21 0.787538 0.084044
Chromatin_TSS blood_vessHUVEC 0.0012 2.103577 8.6E-121 0.743639 0.03182
Chromatin_TSS cervix HeLa-S3 0.0012 2.102189 3.3E-112 0.742979 0.033006
Chromatin_TSS blood K562 0.0012 2.089835 1.2E-137 0.737085 0.029514
Footprints footprints blood CD20+ 0.0012 2.083419 3.74E-80 0.73401 0.038716
Footprints footprints liver HepG2 0.0012 1.994516 9.38E-64 0.690401 0.040957
Genic 5'UTR 0.0012 1.990383 8.46E-71 0.688327 0.038692
Chromatin_TSS es_cell H1HESC 0.0012 1.989553 7E-125 0.68791 0.028941
Chromatin_TSS liver HepG2 0.0012 1.969152 3.7E-118 0.677603 0.029322
Histone_M H3K36me3 es_cell H1HESC 0.0012 1.964572 2.7E-146 0.675275 0.026217
Footprints footprints blood GM06990 0.0012 1.960581 1.16E-58 0.673241 0.04169
Chromatin_TSS blood GM12878 0.0012 1.934538 3.3E-136 0.659869 0.026564
Footprints footprints blood K562 0.0012 1.921747 1.43E-62 0.653234 0.039128
Footprints footprints blood Th1 0.0012 1.911397 6.13E-60 0.647835 0.039674
Histone_M H3K36me3 blood K562 0.0012 1.8926 4.4E-203 0.637952 0.02098
Genic Exon 0.0012 1.873532 5.2E-115 0.627825 0.027543
Histone_M H3K9ac es_cell H1HESC 0.0012 1.856833 3.1E-129 0.618872 0.025588
Genic 3'UTR 0.0012 1.852154 1.1E-131 0.616349 0.025243
Peaks peaks blood CD3_Prima 0.0012 1.82422 6.56E-77 0.601153 0.032387
Histone_M H3K9ac blood K562 0.0012 1.815626 7.8E-249 0.59643 0.017703
Peaks peaks blood CD8_Prima 0.0012 1.81445 1.02E-96 0.595782 0.028548
Chromatin_PROMOTERblood GM12878 0.0012 1.812116 1.96E-59 0.594495 0.036566
Histone_M H3K36me3 cervix HeLa-S3 0.0012 1.809038 1.2E-183 0.592795 0.020512
Peaks peaks blood Mobilized_ 0.0012 1.802353 1.2E-89 0.589093 0.029344
Chromatin_PROMOTERcervix HeLa-S3 0.0012 1.800409 5.83E-31 0.588014 0.050821
Peaks peaks blood CD8_Prima 0.0012 1.799915 3.48E-83 0.58774 0.030417
Peaks peaks blood CD3_Prima 0.0012 1.798689 2.87E-95 0.587058 0.028348
Peaks peaks blood CD56_Prim 0.0012 1.795431 1.3E-81 0.585245 0.030586
Peaks peaks blood Mobilized_ 0.0012 1.791952 1.07E-95 0.583305 0.028102
Peaks peaks blood CD4_Prima 0.0012 1.789787 8.2E-83 0.582097 0.030195
Footprints footprints brain SK-N-SH 0.0012 1.785403 3.24E-52 0.579644 0.03812
Histone_M H3K79me2 blood GM12878 0.0012 1.784533 3E-175 0.579157 0.02052
Histone_M H3K79me2 blood K562 0.0012 1.777351 5.4E-158 0.575124 0.021475
Peaks peaks blood CD8_Prima 0.0012 1.776735 1.37E-86 0.574778 0.029143
Histone_M H3K36me3 blood GM12878 0.0012 1.774754 7.8E-212 0.573662 0.018468
Histone_M H3K4me3 blood K562 0.0012 1.759449 3.9E-181 0.565001 0.019687
Peaks peaks blood CD3_Prima 0.0012 1.75616 1.61E-79 0.563129 0.029824
Chromatin_PROMOTERliver HepG2 0.0012 1.753752 4E-37 0.561758 0.044127
Histone_M H3K9ac blood GM12878 0.0012 1.752592 1.7E-156 0.561096 0.021053
Histone_M H3K9ac liver HepG2 0.0012 1.752233 1.2E-163 0.560891 0.020575
Peaks peaks blood CD3_Prima 0.0012 1.751241 8.26E-81 0.560325 0.029432
Peaks peaks blood CD20+ 0.0012 1.751113 2.9E-87 0.560251 0.028294
Footprints footprints blood GM12865 0.0012 1.748602 1.05E-72 0.558816 0.030986
Peaks peaks blood CD56_Prim 0.0012 1.746229 9.42E-86 0.557458 0.028405
Peaks peaks blood CD4_Prima 0.0012 1.744455 3.47E-80 0.556442 0.029344
Peaks peaks fetal_intestFetal_Intes 0.0012 1.743785 5.6E-76 0.556058 0.030145
Peaks peaks blood CD19_Prim 0.0012 1.736205 2.18E-83 0.551702 0.028517
Chromatin_WEAK_ENHblood_vessHUVEC 0.0012 1.733954 8.61E-13 0.550405 0.076969
Histone_M H3K36me3 blood_vessHUVEC 0.0012 1.732998 3.1E-200 0.549853 0.018212
Peaks peaks blood CD8_Prima 0.0012 1.73286 8.23E-73 0.549773 0.030462
Peaks peaks blood CD19_Prim 0.0012 1.729218 6.07E-76 0.54767 0.029697
Histone_M H3K4me1 blood K562 0.0012 1.727293 0 0.546555 0.014392
Hotspots hotspots blood CD8_Prima 0.0012 1.726814 3.1E-166 0.546278 0.019879
Histone_M H4K20me1 blood GM12878 0.0012 1.725268 2.8E-32 0.545382 0.04611
Histone_M H3K27ac blood K562 0.0012 1.725068 6.4E-160 0.545267 0.020236
Hotspots hotspots blood CD8_Prima 0.0012 1.724919 8.6E-169 0.54518 0.019687
Peaks peaks blood CD19_Prim 0.0012 1.722627 2.09E-76 0.54385 0.029399
Histone_M H3K9ac cervix HeLa-S3 0.0012 1.722264 4.7E-165 0.54364 0.019855
Histone_M H3K27ac es_cell H1HESC 0.0012 1.722168 1.07E-97 0.543584 0.025914
Peaks peaks blood CLL 0.0012 1.720368 4.96E-77 0.542538 0.029205
Hotspots hotspots blood CD3_Prima 0.0012 1.718597 2.2E-229 0.541508 0.016746
Footprints footprints blood NB4 0.0012 1.717012 3.84E-81 0.540586 0.028335
Histone_M H3K36me3 liver HepG2 0.0012 1.714079 7.4E-169 0.538876 0.019455
Peaks peaks fetal_intestFetal_Intes 0.0012 1.7113 3.68E-79 0.537253 0.028519
Peaks peaks blood CD4_Prima 0.0012 1.709165 2.78E-79 0.536005 0.028431
Hotspots hotspots blood CD4_Prima 0.0012 1.707062 3.8E-225 0.534774 0.016695
Hotspots hotspots blood CD4_Prima 0.0012 1.706775 1.3E-186 0.534606 0.01835
Histone_M H3K79me2 liver HepG2 0.0012 1.705451 3.4E-146 0.53383 0.020733
Histone_M H4K20me1 cervix HeLa-S3 0.0012 1.700648 9.43E-55 0.531009 0.034075
Footprints footprints foreskin HFF 0.0012 1.698671 3.25E-50 0.529846 0.035558
Histone_M H3K4me2 blood K562 0.0012 1.698364 3E-185 0.529665 0.018247
Peaks peaks blood HL-60 0.0012 1.692398 1.7E-106 0.526147 0.024004
Histone_M H3K79me2 cervix HeLa-S3 0.0012 1.684682 1.2E-150 0.521577 0.019951
Peaks peaks blood Mobilized_ 0.0012 1.6843 7.79E-83 0.52135 0.02704
Hotspots hotspots blood CD56_Prim 0.0012 1.68112 1.1E-158 0.51946 0.019354
Peaks peaks blood CD4_Prima 0.0012 1.680809 3.06E-81 0.519275 0.027201
Peaks peaks blood Th2 0.0012 1.679068 5.3E-66 0.518239 0.030201
Peaks peaks blood GM18507 0.0012 1.678994 1.09E-84 0.518195 0.026574
Peaks peaks blood GM19239 0.0012 1.678696 7.88E-89 0.518017 0.025924
Footprints footprints blood_vessHMVEC-LLy 0.0012 1.678283 3.32E-66 0.517771 0.030126
Hotspots hotspots blood CD3_Prima 0.0012 1.669198 8.5E-168 0.512343 0.018557
Footprints footprints blood_vessHMVEC-dB 0.0012 1.668329 1.72E-74 0.511822 0.02803
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.667731 3E-195 0.511464 0.017158
Hotspots hotspots blood Th2 0.0012 1.666583 2.1E-178 0.510776 0.017935
Chromatin_WEAK_ENHblood K562 0.0012 1.664906 6.45E-40 0.509769 0.038551
Hotspots hotspots blood CD3_Prima 0.0012 1.657203 4.6E-165 0.505131 0.018448
Footprints footprints blood_vessHMVEC-dLy 0.0012 1.656892 1.4E-69 0.504943 0.028638
Hotspots hotspots blood CD8_Prima 0.0012 1.651268 8E-212 0.501543 0.016147
Peaks peaks cervix HeLa-S3 0.0012 1.650928 1.66E-79 0.501337 0.026554
Hotspots hotspots blood CD19_Prim 0.0012 1.649794 1.2E-191 0.50065 0.016954
Peaks peaks blood GM12864 0.0012 1.649738 4.59E-89 0.500617 0.025019
Hotspots hotspots blood Mobilized_ 0.0012 1.646936 4.6E-189 0.498916 0.017012
Hotspots hotspots blood CD19_Prim 0.0012 1.646616 3.4E-185 0.498722 0.017184
Peaks peaks blood K562 0.0012 1.645764 2.6E-113 0.498205 0.022022
Hotspots hotspots blood CD8_Prima 0.0012 1.64436 5.2E-189 0.497351 0.016961
Histone_M H3K4me3 blood GM12878 0.0012 1.641364 2.3E-152 0.495527 0.018847
Hotspots hotspots blood CD19_Prim 0.0012 1.641271 1.9E-174 0.495471 0.017595
Chromatin_ENHANCER blood K562 0.0012 1.640049 1.59E-67 0.494726 0.028494
Hotspots hotspots blood CD3_Prima 0.0012 1.637441 2E-150 0.493135 0.018878
Hotspots hotspots blood Mobilized_ 0.0012 1.636295 1.3E-191 0.492435 0.016678
Peaks peaks blood GM12878 0.0012 1.63571 3.9E-100 0.492077 0.023164
Hotspots hotspots blood HL-60 0.0012 1.634451 6.4E-194 0.491307 0.016539
FAIRE faire blood GM12878 0.0012 1.631272 8.7E-76 0.48936 0.026563
Footprints footprints blood CD34+ 0.0012 1.630757 9.52E-64 0.489044 0.029014
Peaks peaks blood GM12891 0.0012 1.628493 3.47E-87 0.487655 0.024639
Hotspots hotspots blood CD4_Prima 0.0012 1.626722 4.5E-162 0.486567 0.017935
Histone_M H3K4me3 liver HepG2 0.0012 1.62643 1.5E-132 0.486387 0.019854
Peaks peaks blood GM06990 0.0012 1.620873 3.48E-59 0.482965 0.029771
Peaks peaks blood Mobilized_ 0.0012 1.620866 5.09E-67 0.48296 0.027924
Hotspots hotspots blood Mobilized_ 0.0012 1.61866 1.2E-193 0.481599 0.016224
Histone_M H2AFZ liver HepG2 0.0012 1.616453 1.2E-100 0.480234 0.022549
Peaks peaks blood CD14_Prim 0.0012 1.61327 3.22E-64 0.478263 0.028267
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.606887 7.3E-149 0.474299 0.018253
Hotspots hotspots blood CD20+ 0.0012 1.605825 5.9E-180 0.473638 0.016558
Peaks peaks blood GM12892 0.0012 1.605715 2.25E-88 0.473569 0.023762
Peaks peaks blood CD14_Prim 0.0012 1.603111 1.27E-70 0.471946 0.026563
Peaks peaks blastula HTR8svn 0.0012 1.601649 6.99E-77 0.471033 0.025381
Peaks peaks blood NB4 0.0012 1.599865 1.64E-84 0.469919 0.024124
Peaks peaks blood GM19238 0.0012 1.599609 3.29E-83 0.469759 0.024308
Peaks peaks blood_vessHMVEC-dA 0.0012 1.599445 1.11E-73 0.469657 0.025865
Histone_M H3K27ac liver HepG2 0.0012 1.598818 4.1E-120 0.469265 0.020137
Histone_M H3K27ac blood GM12878 0.0012 1.597994 1.2E-140 0.468749 0.018565
Footprints footprints blood_vessHMVEC-dB 0.0012 1.596008 3.02E-62 0.467506 0.028078
FAIRE faire blood K562 0.0012 1.589382 4.9E-141 0.463345 0.018327
Chromatin_PROMOTERblood K562 0.0012 1.589289 3.92E-06 0.463287 0.10037
Hotspots hotspots blood CMK 0.0012 1.587689 5.4E-164 0.46228 0.016939
Histone_M H3K4me2 blood GM12878 0.0012 1.586726 1.5E-170 0.461673 0.016584
Peaks peaks blood Adult_CD4+ 0.0012 1.586241 2.6E-102 0.461367 0.021483
Peaks peaks prostate LNCaP 0.0012 1.584924 4.07E-79 0.460537 0.024454
Peaks peaks blood_vessHPAEC 0.0012 1.581545 8.99E-70 0.458403 0.025961
Peaks peaks blood CMK 0.0012 1.580745 1.44E-75 0.457896 0.024892
Chromatin_PROMOTERes_cell H1HESC 0.0012 1.580261 5.98E-36 0.45759 0.036556
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.578547 2.23E-67 0.456505 0.026322
Histone_M H4K20me1 blood_vessHUVEC 0.0012 1.577816 9.83E-28 0.456042 0.041783
Hotspots hotspots blood CD56_Prim 0.0012 1.577094 2E-164 0.455584 0.016671
Peaks peaks blood GM19240 0.0012 1.574496 2.43E-93 0.453936 0.022149
Peaks peaks liver Stellate 0.0012 1.573998 7.62E-84 0.453619 0.023382
Chromatin_TRANSCRIBblood K562 0.0012 1.573011 1E-198 0.452991 0.015062
Histone_M H3K4me3 blood_vessHUVEC 0.0012 1.572623 1.48E-94 0.452745 0.021946
Hotspots hotspots blood GM12864 0.0012 1.572527 9.5E-167 0.452684 0.016448
Peaks peaks blood_vessHMVEC-dN 0.0012 1.567711 2.99E-75 0.449617 0.024495
Peaks peaks blood Mobilized_ 0.0012 1.56745 3.89E-73 0.44945 0.024847
Histone_M H3K9me3 blood K562 0.0012 1.565922 2.67E-28 0.448475 0.040651
Footprints footprints connective HVMF 0.0012 1.565712 2.79E-67 0.44834 0.025871
Peaks peaks blood Mobilized_ 0.0012 1.565443 7.45E-72 0.448169 0.025002
TFBS tfbs blood K562 0.0012 1.563837 4.1E-150 0.447142 0.017135
FAIRE faire liver HepG2 0.0012 1.56378 5.43E-68 0.447106 0.02566
Peaks peaks blood Mobilized_ 0.0012 1.563652 2.48E-75 0.447024 0.02434
Peaks peaks blood Mobilized_ 0.0012 1.562632 1.07E-79 0.446372 0.023614
Histone_M H3K4me2 liver HepG2 0.0012 1.561867 3.1E-167 0.445882 0.016177
Peaks peaks colon HCT-116 0.0012 1.561237 2.12E-65 0.445478 0.026083
Hotspots hotspots blood GM06990 0.0012 1.560943 3.9E-137 0.44529 0.017865
Hotspots hotspots blood CD14+ 0.0012 1.559958 1.6E-162 0.444659 0.016368
Peaks peaks liver Huh-7 0.0012 1.558498 3.42E-77 0.443723 0.02386
Peaks peaks blood_vessHMVEC-dLy 0.0012 1.557322 3.15E-77 0.442968 0.023814
Hotspots hotspots blood Mobilized_ 0.0012 1.556768 1E-160 0.442612 0.016384
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.555772 2.17E-66 0.441972 0.025679
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.554897 1.13E-63 0.441409 0.026203
Peaks peaks liver Hepatocyte 0.0012 1.551913 5.71E-77 0.439488 0.023668
Peaks peaks blood_vessHMVEC-dLy 0.0012 1.550694 8.32E-67 0.438702 0.025407
Histone_M H2AFZ blood K562 0.0012 1.549782 3.1E-159 0.438115 0.016295
Peaks peaks blood Mobilized_ 0.0012 1.548114 6.63E-72 0.437038 0.024372
Footprints footprints brain_hippoHA-h 0.0012 1.547879 2.84E-51 0.436886 0.029004
Peaks peaks blood Mobilized_ 0.0012 1.547801 6.97E-75 0.436835 0.023859
Peaks peaks liver HepG2 0.0012 1.547759 1.51E-91 0.436808 0.021526
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.546804 1.5E-65 0.436191 0.025509
Peaks peaks blood Mobilized_ 0.0012 1.545897 1.73E-79 0.435604 0.023075
Chromatin_TRANSCRIBliver HepG2 0.0012 1.542528 5.6E-192 0.433423 0.014665
Hotspots hotspots blood K562 0.0012 1.542051 3.8E-211 0.433113 0.013966
Footprints footprints heart HCF 0.0012 1.541683 1.13E-55 0.432875 0.027539
Peaks peaks blood GM12865 0.0012 1.540486 4.59E-71 0.432098 0.024242
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.539749 1.23E-65 0.43162 0.025225
FAIRE faire blood_vessHUVEC 0.0012 1.539548 1.1E-104 0.431489 0.019858
Peaks peaks blood_vessHMVEC-LBl 0.0012 1.537139 5.12E-79 0.429923 0.022843
Peaks peaks blood_vessHMVEC-dB 0.0012 1.535512 2.16E-77 0.428864 0.023031
Peaks peaks blood Mobilized_ 0.0012 1.535035 3.13E-76 0.428554 0.023193
Peaks peaks pancreatic_HPDE6-E6E 0.0012 1.534744 2.01E-68 0.428364 0.024505
Peaks peaks muscle E_myoblast 0.0012 1.534434 5.11E-65 0.428162 0.025145
Peaks peaks blood_vessHMVEC-LLy 0.0012 1.532702 2.75E-69 0.427032 0.024272
Peaks peaks blood Th1 0.0012 1.532338 1.4E-116 0.426795 0.018596
Peaks peaks blood Mobilized_ 0.0012 1.530971 5.13E-67 0.425902 0.024626
Peaks peaks blood Mobilized_ 0.0012 1.5304 6.46E-65 0.425529 0.02501
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.529178 2.26E-61 0.424731 0.025696
Peaks peaks blood Mobilized_ 0.0012 1.528672 1.5E-65 0.424399 0.024819
Peaks peaks blood_vessHMVEC-dB 0.0012 1.528643 8.34E-75 0.424381 0.023191
Hotspots hotspots blood CD14_Prim 0.0012 1.528071 4.2E-129 0.424006 0.01754
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.527749 5.15E-61 0.423795 0.025717
Hotspots hotspots blood GM18507 0.0012 1.526402 1.4E-160 0.422914 0.015662
Hotspots hotspots blood CD14_Prim 0.0012 1.526196 1.8E-124 0.422778 0.017817
Footprints footprints lung IMR90 0.0012 1.525994 7.02E-51 0.422646 0.028171
Hotspots hotspots blood Mobilized_ 0.0012 1.524406 2.1E-131 0.421605 0.017285
FAIRE faire cervix HeLa-S3 0.0012 1.524122 1.6E-144 0.421419 0.016462
Peaks peaks blood Mobilized_ 0.0012 1.523862 1.64E-75 0.421248 0.022909
Peaks peaks brain Gliobla 0.0012 1.523614 9.23E-74 0.421085 0.023177
Peaks peaks liver Huh-7.5 0.0012 1.523545 1.33E-78 0.42104 0.022432
Histone_M H4K20me1 es_cell H1HESC 0.0012 1.52292 5.1E-38 0.42063 0.032631
Hotspots hotspots blood GM12878 0.0012 1.520244 5.8E-185 0.418871 0.014442
Peaks peaks uterus Ishikawa 0.0012 1.518693 4.59E-68 0.41785 0.023968
Peaks peaks epithelium A549 0.0012 1.518039 8.21E-74 0.417419 0.022967
Hotspots hotspots blood Mobilized_ 0.0012 1.517202 1.8E-149 0.416868 0.01601
Histone_M H2AFZ blood GM12878 0.0012 1.516939 3.4E-121 0.416694 0.0178
Hotspots hotspots liver HepG2 0.0012 1.515207 1.3E-176 0.415552 0.014666
Hotspots hotspots blood Mobilized_ 0.0012 1.514275 1.4E-133 0.414937 0.016871
Histone_M H4K20me1 liver HepG2 0.0012 1.511491 2.01E-52 0.413097 0.027111
Hotspots hotspots blood GM19239 0.0012 1.51136 4.8E-160 0.41301 0.015322
Peaks peaks kidney HRGEC 0.0012 1.511193 4.02E-62 0.412899 0.024824
Peaks peaks colon Caco-2 0.0012 1.511036 5.32E-58 0.412795 0.025712
Peaks peaks blood Mobilized_ 0.0012 1.510784 1.56E-69 0.412629 0.02341
Hotspots hotspots blood Th1 0.0012 1.510706 3.5E-172 0.412577 0.014749
Peaks peaks skin ProgFib 0.0012 1.509984 1.58E-85 0.412099 0.021027
Hotspots hotspots blood_vessHMVEC-dLy 0.0012 1.509831 5.4E-124 0.411997 0.017397
Peaks peaks liver 8988T 0.0012 1.509337 8.9E-79 0.411671 0.021908
Histone_M H3K9ac blood_vessHUVEC 0.0012 1.508953 1.43E-97 0.411416 0.019626
Hotspots hotspots blood CD34+ 0.0012 1.508875 7.4E-154 0.411364 0.015568
Peaks peaks blood CD34+ 0.0012 1.508866 3.21E-71 0.411359 0.023053
Histone_M H3K4me3 es_cell H1HESC 0.0012 1.508339 8.39E-79 0.411009 0.021869
Hotspots hotspots blood Mobilized_ 0.0012 1.507744 2.2E-135 0.410615 0.016581
Hotspots hotspots blood NB4 0.0012 1.506786 1.1E-140 0.409979 0.016235
Hotspots hotspots blood Mobilized_ 0.0012 1.506136 1.1E-129 0.409548 0.016903
Hotspots hotspots blood Adult_CD4+ 0.0012 1.505707 7.1E-178 0.409262 0.014392
Peaks peaks breast MCF-7 0.0012 1.503455 6.15E-66 0.407766 0.023775
Peaks peaks prostate RWPE1 0.0012 1.50285 7.94E-67 0.407363 0.023588
Hotspots hotspots blood Mobilized_ 0.0012 1.502227 5.7E-127 0.406948 0.016977
Hotspots hotspots liver Huh-7.5 0.0012 1.500547 7.9E-171 0.40583 0.014566
Hotspots hotspots colon Caco-2 0.0012 1.50028 2.6E-120 0.405652 0.017393
Peaks peaks brain SK-N-SH 0.0012 1.499821 2.17E-43 0.405345 0.029348
Peaks peaks pancreas PANC-1 0.0012 1.497818 3.13E-53 0.404009 0.026306
Chromatin_ENHANCER liver HepG2 0.0012 1.497398 1.29E-53 0.403729 0.02619
Footprints footprints heart HCM 0.0012 1.497156 6.16E-53 0.403567 0.026353
Peaks peaks fetal_intestFetal_Intes 0.0012 1.496183 1.11E-67 0.402917 0.023179
Hotspots hotspots colon HCT-116 0.0012 1.494758 1.3E-124 0.401965 0.01693
Peaks peaks breast T-47D 0.0012 1.494721 4.45E-62 0.40194 0.024174
Footprints footprints fetal_heart fHeart 0.0012 1.49446 5.84E-46 0.401765 0.028231
Hotspots hotspots blood Mobilized_ 0.0012 1.493369 1.5E-129 0.401035 0.01656
TFBS tfbs blood GM12878 0.0012 1.493312 3.9E-102 0.400996 0.018688
Peaks peaks fetal_adrenFetal_Adre 0.0012 1.491142 6.18E-66 0.399542 0.023296
Hotspots hotspots liver Stellate 0.0012 1.487842 1.3E-155 0.397327 0.014951
Hotspots hotspots blood CD4_Prima 0.0012 1.487307 2.4E-132 0.396967 0.016216
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.487011 2.3E-59 0.396768 0.024419
Peaks peaks blood_vessHUVEC 0.0012 1.487 1.23E-71 0.396761 0.022168
Hotspots hotspots blood_vessHMVEC-LLy 0.0012 1.486679 1E-129 0.396545 0.016365
Hotspots hotspots blood GM19238 0.0012 1.486362 3.7E-156 0.396332 0.014887
Histone_M H3K4me1 blood GM12878 0.0012 1.48608 3.4E-140 0.396142 0.015716
Hotspots hotspots blood Mobilized_ 0.0012 1.485726 5.2E-122 0.395904 0.016854
Peaks peaks fetal_mem Chorion 0.0012 1.485709 1.02E-67 0.395892 0.022768
Hotspots hotspots blood GM12891 0.0012 1.485677 2E-150 0.39587 0.015154
Footprints footprints lung HPF 0.0012 1.485023 2.44E-50 0.39543 0.026503
Hotspots hotspots prostate LNCaP 0.0012 1.483766 4E-147 0.394583 0.015276
Footprints footprints epithelium HEEpiC 0.0012 1.482795 1.92E-57 0.393928 0.02466
Hotspots hotspots blood GM12865 0.0012 1.481976 7.9E-129 0.393377 0.01629
Hotspots hotspots blood_vessHMVEC-dN 0.0012 1.481935 2.3E-123 0.393349 0.016652
Hotspots hotspots blood_vessHMVEC-dA 0.0012 1.478998 5.1E-134 0.391365 0.015885
Hotspots hotspots blood_vessHMVEC-dLy 0.0012 1.477866 5.6E-129 0.390599 0.016166
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.477083 1.95E-66 0.390069 0.022655
Hotspots hotspots breast MCF-7 0.0012 1.475739 3E-145 0.389159 0.015164
Histone_M H3K4me2 es_cell H1HESC 0.0012 1.475555 9.3E-107 0.389034 0.017726
Peaks peaks pancreas PanIsletD 0.0012 1.475256 9.37E-77 0.388831 0.02097
Peaks peaks blood Mobilized_ 0.0012 1.474864 1.57E-71 0.388565 0.021727
Hotspots hotspots blood GM12892 0.0012 1.474343 4.4E-146 0.388213 0.015083
Footprints footprints skin NHDF-neo 0.0012 1.472935 4.1E-59 0.387257 0.023886
Hotspots hotspots blood Mobilized_ 0.0012 1.472405 3.8E-121 0.386897 0.016531
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.471827 1.25E-71 0.386504 0.021596
Chromatin_ENHANCER blood GM12878 0.0012 1.471548 7.92E-56 0.386315 0.024542
TFBS tfbs cervix HeLa-S3 0.0012 1.47103 5.39E-94 0.385963 0.018766
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.47028 8.16E-66 0.385453 0.022495
Footprints footprints blood_vessHPAF 0.0012 1.470015 3.3E-46 0.385273 0.026996
Hotspots hotspots blastula HTR8svn 0.0012 1.469568 2.5E-133 0.384969 0.015667
Hotspots hotspots blood GM19240 0.0012 1.469489 2.9E-158 0.384915 0.014361
Peaks peaks lung AG04450 0.0012 1.468278 1.51E-57 0.384091 0.024021
Peaks peaks cervix HeLa-S3 0.0012 1.468245 3.89E-71 0.384068 0.021536
Peaks peaks foreskin HFF 0.0012 1.468213 1.79E-70 0.384046 0.021639
Chromatin_TRANSCRIBes_cell H1HESC 0.0012 1.468112 2.9E-154 0.383977 0.014512
Peaks peaks eye HConF 0.0012 1.467855 1.5E-59 0.383802 0.023583
Hotspots hotspots blood_vessHMVEC-dB 0.0012 1.467509 9.3E-135 0.383567 0.015525
Peaks peaks connective HVMF 0.0012 1.466844 1.85E-62 0.383113 0.022969
Hotspots hotspots blood Mobilized_ 0.0012 1.466384 1.6E-115 0.3828 0.016755
Footprints footprints epithelium HPdLF 0.0012 1.465765 7.2E-53 0.382377 0.024986
Hotspots hotspots brain Gliobla 0.0012 1.465726 7.8E-146 0.382351 0.014868
Peaks peaks fetal_intestFetal_Intes 0.0012 1.465647 9.77E-67 0.382297 0.022152
Peaks peaks fetal_place Fetal_Place 0.0012 1.4654 2.51E-74 0.382128 0.020951
Footprints footprints epithelium HAEpiC 0.0012 1.464197 4.01E-55 0.381307 0.024383
Footprints footprints epithelium HIPEpiC 0.0012 1.463516 5.23E-47 0.380841 0.026449
Footprints footprints skin NHDF-Ad 0.0012 1.460514 1.5E-54 0.378789 0.024353
Footprints footprints breast HMF 0.0012 1.460285 3.3E-53 0.378632 0.024659
Hotspots hotspots blood Mobilized_ 0.0012 1.46009 1.7E-125 0.378498 0.015884
Peaks peaks blood_vessAoSMC 0.0012 1.460086 2.09E-61 0.378495 0.022892
Peaks peaks fetal_intestFetal_Intes 0.0012 1.459899 1.87E-65 0.378367 0.022144
Peaks peaks fetal_intestFetal_Intes 0.0012 1.459048 5.57E-70 0.377784 0.021363
Peaks peaks uterus Ishikawa 0.0012 1.457691 8.97E-56 0.376854 0.023953
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.456489 1.4E-55 0.376029 0.023943
Peaks peaks gingival AG09319 0.0012 1.455481 3.69E-53 0.375337 0.024456
Peaks peaks fetal_intestFetal_Intes 0.0012 1.455043 2.63E-62 0.375035 0.022513
Peaks peaks fetal_place Fetal_Place 0.0012 1.454939 3.58E-73 0.374964 0.020724
Hotspots hotspots epithelium A549 0.0012 1.454437 1.6E-154 0.374619 0.014147
Peaks peaks fetal_intestFetal_Intes 0.0012 1.453413 2.26E-61 0.373914 0.022621
Hotspots hotspots liver Huh-7 0.0012 1.453343 4E-136 0.373866 0.015056
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.452812 2.4E-58 0.373501 0.023193
Hotspots hotspots blood_vessHMVEC-LBl 0.0012 1.452241 9.6E-125 0.373108 0.015706
Peaks peaks fetal_place Fetal_Place 0.0012 1.451759 6E-76 0.372776 0.020213
Peaks peaks skin NHEK 0.0012 1.45073 3.13E-71 0.372067 0.020849
Histone_M H3K4me3 cervix HeLa-S3 0.0012 1.450155 6.89E-96 0.37167 0.017888
Peaks peaks brain Medullo 0.0012 1.450106 2.25E-74 0.371637 0.020369
Peaks peaks fetal_intestFetal_Intes 0.0012 1.449879 3.62E-67 0.37148 0.021454
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.449776 5.08E-65 0.371409 0.021811
Peaks peaks ips_cell iPS 0.0012 1.449557 7.55E-71 0.371258 0.020862
Peaks peaks pancreas PanIslets 0.0012 1.449463 1.86E-63 0.371193 0.022074
Hotspots hotspots fetal_place Fetal_Place 0.0012 1.449003 1.5E-139 0.370876 0.014748
Peaks peaks fibroblast Penis_Fore 0.0012 1.447235 8.17E-75 0.369655 0.020199
Peaks peaks blood CD20_Prim 0.0012 1.446828 1.25E-65 0.369374 0.021588
Peaks peaks fibroblast Penis_Fore 0.0012 1.446399 2.08E-72 0.369077 0.020508
Hotspots hotspots blood_vessHMVEC-dB 0.0012 1.445761 3.5E-114 0.368636 0.016231
Peaks peaks embryonic_WI-38 0.0012 1.445435 1.04E-67 0.36841 0.021189
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.445408 1.51E-64 0.368392 0.021716
Peaks peaks embryonic_WI-38 0.0012 1.444368 3.84E-58 0.367672 0.022873
Hotspots hotspots brain SK-N-SH 0.0012 1.443692 1.98E-84 0.367204 0.01886
Peaks peaks foreskin HFF-Myc 0.0012 1.443472 7.36E-69 0.367052 0.020929
Peaks peaks fetal_intestFetal_Intes 0.0012 1.442113 2.8E-56 0.366109 0.023162
Hotspots hotspots blood CLL 0.0012 1.441857 1.3E-124 0.365932 0.015411
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.441832 7E-111 0.365915 0.016354
Hotspots hotspots skin Fibrobl 0.0012 1.441233 4.8E-148 0.365499 0.014105
Peaks peaks skin AG10803 0.0012 1.441125 8.36E-59 0.365424 0.0226
Histone_M H3K4me2 cervix HeLa-S3 0.0012 1.440862 8.6E-116 0.365242 0.015968
Hotspots hotspots cervix HeLa-S3 0.0012 1.440176 2.4E-121 0.364765 0.015572
Hotspots hotspots fetal_place Fetal_Place 0.0012 1.440009 1.7E-152 0.36465 0.013863
Peaks peaks lung IMR90 0.0012 1.43958 1.1E-57 0.364351 0.022759
Peaks peaks lung IMR90 0.0012 1.438948 4.1E-57 0.363913 0.022848
Peaks peaks fetal_intestFetal_Intes 0.0012 1.438703 4.56E-60 0.363742 0.022251
Peaks peaks gingival HGF 0.0012 1.438613 4.94E-51 0.36368 0.024203
Peaks peaks lung IMR90 0.0012 1.437525 9.56E-69 0.362923 0.020711
Peaks peaks fetal_splee Fetal_Splee 0.0012 1.437287 4.58E-65 0.362757 0.021296
Footprints footprints blood_vessAoAF 0.0012 1.437026 4.51E-52 0.362576 0.023879
Peaks peaks skin AG04449 0.0012 1.436416 2.03E-56 0.362151 0.022882
Hotspots hotspots skin NHEK 0.0012 1.436234 1.5E-148 0.362025 0.013947
Hotspots hotspots blood Mobilized_ 0.0012 1.43617 2.9E-107 0.36198 0.016454
Peaks peaks urothelium Urothelia 0.0012 1.433994 3.05E-52 0.360464 0.0237
Peaks peaks fibroblast Penis_Fore 0.0012 1.433281 1.36E-75 0.359966 0.019566
Hotspots hotspots fetal_place Fetal_Place 0.0012 1.433263 2.5E-129 0.359954 0.014877
Peaks peaks fetal_intestFetal_Intes 0.0012 1.432973 1.67E-60 0.359751 0.021925
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.432252 4.8E-106 0.359248 0.016425
Hotspots hotspots blood Mobilized_ 0.0012 1.432207 9E-107 0.359217 0.016367
Hotspots hotspots blood_vessHPAEC 0.0012 1.431936 2.2E-119 0.359027 0.015455
Peaks peaks urothelium Urothelia 0.0012 1.431927 2.63E-61 0.359021 0.021732
Peaks peaks es_cell H1 0.0012 1.431716 3.73E-50 0.358874 0.024099
Histone_M H4K20me1 blood K562 0.0012 1.43057 2.28E-48 0.358073 0.024502
Peaks peaks myometriu Myometr 0.0012 1.430071 2.29E-55 0.357724 0.022823
Hotspots hotspots blood Mobilized_ 0.0012 1.429911 1.6E-108 0.357612 0.016159
Hotspots hotspots liver 8988T 0.0012 1.429802 1.8E-134 0.357536 0.014487
Hotspots hotspots gingival AG09319 0.0012 1.429378 1.03E-93 0.35724 0.017396
Histone_M H3K4me2 blood_vessHUVEC 0.0012 1.428954 1.7E-106 0.356943 0.016284
Peaks peaks fetal_place Fetal_Place 0.0012 1.428886 4.49E-79 0.356895 0.018956
Hotspots hotspots fetal_place Fetal_Place 0.0012 1.428723 5.4E-129 0.356781 0.014765
Peaks peaks es_cell H9ES 0.0012 1.428499 2.95E-56 0.356624 0.022566
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.428395 4E-110 0.356551 0.015991
Hotspots hotspots muscle HSMM 0.0012 1.428394 2.8E-153 0.35655 0.013519
Peaks peaks fibroblast Penis_Fore 0.0012 1.428106 1.36E-80 0.356349 0.018744
Histone_M H3K27ac cervix HeLa-S3 0.0012 1.427933 4.52E-79 0.356228 0.018921
Hotspots hotspots fibroblast Penis_Fore 0.0012 1.427751 2.7E-114 0.3561 0.015671
Hotspots hotspots blood Jurkat 0.0012 1.426642 6.9E-112 0.355323 0.015808
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.426381 5.02E-59 0.35514 0.021922
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.42548 2.6E-104 0.354509 0.016345
Footprints footprints epithelium HCPEpiC 0.0012 1.425235 1.6E-44 0.354337 0.025313
Hotspots hotspots urothelium Urothelia 0.0012 1.424577 4.1E-125 0.353875 0.014874
Hotspots hotspots eye HConF 0.0012 1.424571 2.3E-109 0.353871 0.015928
Peaks peaks heart HCF 0.0012 1.424354 6.44E-56 0.353719 0.022453
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.42279 1.86E-58 0.35262 0.021875
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.42152 9.3E-109 0.351727 0.015876
Hotspots hotspots liver Hepatocyte 0.0012 1.420149 1.2E-123 0.350762 0.014832
Peaks peaks blood_vessHPAF 0.0012 1.41996 1.88E-59 0.350629 0.021563
Peaks peaks fetal_intestFetal_Intes 0.0012 1.418488 2.01E-60 0.349592 0.021321
Peaks peaks lung IMR90 0.0012 1.417313 1.7E-58 0.348763 0.021629
Histone_M H3K27ac blood_vessHUVEC 0.0012 1.417288 4.31E-88 0.348745 0.017527
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.417071 4.5E-118 0.348592 0.01509
Peaks peaks blood_vessAoAF 0.0012 1.416602 1.8E-54 0.348261 0.022408
Hotspots hotspots ips_cell iPS 0.0012 1.416315 3E-125 0.348058 0.014622
Peaks peaks es_cell H1_Derived 0.0012 1.41583 2.74E-56 0.347716 0.021996
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.414824 9.01E-67 0.347005 0.020102
Peaks peaks blood Jurkat 0.0012 1.414325 3.76E-51 0.346652 0.023042
Hotspots hotspots skin ProgFib 0.0012 1.414305 6.7E-130 0.346639 0.014295
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.414172 3.9E-103 0.346544 0.01607
Peaks peaks breast HMF 0.0012 1.413304 2.72E-55 0.34593 0.022086
Peaks peaks fetal_intestFetal_Intes 0.0012 1.413272 1.57E-61 0.345908 0.020899
Peaks peaks fetal_intestFetal_Intes 0.0012 1.413086 1.03E-62 0.345776 0.020687
Peaks peaks skin FibroP 0.0012 1.412878 8.56E-72 0.345629 0.01929
Peaks peaks epithelium HPdLF 0.0012 1.412862 5.13E-52 0.345618 0.022775
Peaks peaks epithelium HAEpiC 0.0012 1.41218 5.06E-60 0.345135 0.021121
Peaks peaks epithelium pHTE 0.0012 1.411934 3.08E-73 0.34496 0.019057
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.411924 2.6E-109 0.344954 0.01553
TFBS tfbs blood_vessHUVEC 0.0012 1.411793 1.68E-59 0.34486 0.021199
Hotspots hotspots blood_vessHUVEC 0.0012 1.411755 3E-136 0.344833 0.01388
Hotspots hotspots foreskin HFF-Myc 0.0012 1.411264 1.2E-119 0.344486 0.014813
Peaks peaks heart HCM 0.0012 1.409785 6.55E-58 0.343437 0.021409
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.409617 1.95E-58 0.343318 0.021302
Peaks peaks breast MCF-7 0.0012 1.40882 8.17E-58 0.342752 0.021385
Peaks peaks breast HMEC 0.0012 1.408482 1.79E-82 0.342512 0.017804
Footprints footprints epithelium SAEC 0.0012 1.408276 1.04E-42 0.342366 0.024993
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.407193 2.5E-122 0.341597 0.014523
Peaks peaks fetal_intestFetal_Intes 0.0012 1.406814 2.42E-60 0.341327 0.020831
Hotspots hotspots uterus Ishikawa 0.0012 1.406569 2.5E-106 0.341153 0.015576
Hotspots hotspots fibroblast Penis_Fore 0.0012 1.406302 1.4E-103 0.340964 0.015776
Hotspots hotspots embryonic_WI-38 0.0012 1.4062 1.16E-95 0.340891 0.016426
Hotspots hotspots urothelium Urothelia 0.0012 1.405804 6.9E-122 0.340609 0.014508
Hotspots hotspots breast HMEC 0.0012 1.404103 3.1E-132 0.339399 0.01387
Hotspots hotspots muscle E_myoblast 0.0012 1.403905 3.4E-112 0.339257 0.015072
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.403856 4.82E-59 0.339222 0.020936
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.403669 2.3E-107 0.339089 0.015406
Peaks peaks skin Fibrobl 0.0012 1.403617 4.03E-90 0.339052 0.016843
Hotspots hotspots epithelium pHTE 0.0012 1.403492 3.2E-128 0.338964 0.014071
Footprints footprints lung NHLF 0.0012 1.403286 1.56E-47 0.338816 0.023394
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.402137 1.6E-99 0.337997 0.015962
Hotspots hotspots cervix HeLa-S3 0.0012 1.401707 9.1E-133 0.337691 0.013772
Peaks peaks fetal_intestFetal_Intes 0.0012 1.401575 7.24E-57 0.337597 0.021244
Footprints footprints muscle HSMM 0.0012 1.401411 2.38E-49 0.33748 0.022853
Peaks peaks fetal_intestFetal_Intes 0.0012 1.401006 5.73E-58 0.337191 0.021009
Peaks peaks skin AG09309 0.0012 1.400913 9.6E-57 0.337124 0.021238
Peaks peaks breast Breast_vHM 0.0012 1.400896 7.64E-54 0.337112 0.021821
Hotspots hotspots pancreas PANC-1 0.0012 1.400796 3.33E-98 0.337041 0.016025
Hotspots hotspots prostate RWPE1 0.0012 1.400756 1.4E-102 0.337012 0.015671
Hotspots hotspots embryonic_WI-38 0.0012 1.400674 1.4E-113 0.336954 0.014876
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.399908 1.8E-124 0.336406 0.014176
Hotspots hotspots muscle HSMM 0.0012 1.399743 2.2E-138 0.336288 0.013429
Footprints footprints nervous NH-A 0.0012 1.398916 6.7E-33 0.335698 0.028098
Hotspots hotspots fibroblast Penis_Fore 0.0012 1.398535 3.4E-122 0.335425 0.014268
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.398504 1.4E-112 0.335403 0.014874
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.397618 1.3E-108 0.334769 0.01512
Peaks peaks fetal_intestFetal_Intes 0.0012 1.397404 2.01E-54 0.334616 0.02154
Peaks peaks fetal_intestFetal_Intes 0.0012 1.396698 5.62E-60 0.334111 0.020454
Hotspots hotspots foreskin HFF 0.0012 1.396551 3E-108 0.334006 0.015111
Hotspots hotspots es_cell H9ES 0.0012 1.396337 1.1E-108 0.333853 0.015073
Hotspots hotspots lung AG04450 0.0012 1.395863 6.2E-92 0.333513 0.0164
Peaks peaks fetal_intestFetal_Intes 0.0012 1.395637 9.86E-55 0.333351 0.021395
Hotspots hotspots pancreas PanIsletD 0.0012 1.395549 1.2E-121 0.333288 0.01421
Genic Downstream 0.0012 1.395496 3.2E-138 0.33325 0.013316
Hotspots hotspots skin AG10803 0.0012 1.394288 3.85E-90 0.332384 0.01651
Peaks peaks skin BJ 0.0012 1.39398 8.29E-47 0.332163 0.023119
Hotspots hotspots blood_vessAoAF 0.0012 1.393365 1.6E-96 0.331722 0.015912
Peaks peaks es_cell H1_Derived 0.0012 1.392911 1.98E-37 0.331395 0.02592
Hotspots hotspots bone Osteobl 0.0012 1.392457 1.9E-124 0.33107 0.013953
Hotspots hotspots breast MCF-7 0.0012 1.392256 1.9E-123 0.330925 0.014004
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.391484 4.11E-63 0.33037 0.019701
Hotspots hotspots myometriu Myometr 0.0012 1.390602 1.1E-107 0.329737 0.014958
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.390479 1.9E-105 0.329648 0.015116
Peaks peaks heart HCFaa 0.0012 1.390289 2.21E-50 0.329512 0.022076
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.39027 2.87E-54 0.329498 0.021241
Peaks peaks fetal_intestFetal_Intes 0.0012 1.38964 3.26E-53 0.329044 0.021429
Peaks peaks fetal_intestFetal_Intes 0.0012 1.38914 2.45E-55 0.328685 0.020976
Peaks peaks fetal_intestFetal_Intes 0.0012 1.389035 7.09E-49 0.328609 0.022364
Peaks peaks breast Breast_vHM 0.0012 1.388508 1.37E-50 0.32823 0.021942
Peaks peaks fetal_intestFetal_Intes 0.0012 1.387847 1.17E-49 0.327754 0.022123
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.387712 2.3E-111 0.327656 0.014612
Hotspots hotspots fibroblast Penis_Fore 0.0012 1.387217 2.6E-110 0.3273 0.014667
Peaks peaks muscle HSMM 0.0012 1.387033 8.14E-74 0.327167 0.018001
Peaks peaks bone Osteobl 0.0012 1.386524 7.26E-80 0.3268 0.017269
Hotspots hotspots skin AG04449 0.0012 1.386371 7.35E-93 0.32669 0.015983
Histone_M H3K9me3 blood GM12878 0.0012 1.386351 3.2E-57 0.326675 0.020491
Hotspots hotspots skin AG09309 0.0012 1.386177 1.79E-94 0.32655 0.015836
Hotspots hotspots pancreatic_HPDE6-E6E 0.0012 1.38591 3.08E-97 0.326357 0.015595
TFBS tfbs es_cell H1HESC 0.0012 1.38588 1.93E-62 0.326335 0.019568
Hotspots hotspots lung IMR90 0.0012 1.385787 6.18E-93 0.326268 0.015956
Hotspots hotspots fetal_adrenFetal_Adre 0.0012 1.38558 3.82E-98 0.326119 0.015511
Hotspots hotspots epithelium HAEpiC 0.0012 1.385403 7.02E-94 0.325991 0.01586
Hotspots hotspots heart HCF 0.0012 1.384996 4.02E-92 0.325698 0.015999
Hotspots hotspots breast HMF 0.0012 1.384617 2.69E-88 0.325424 0.016336
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.384028 2.07E-52 0.324998 0.021332
Hotspots hotspots gingival HGF 0.0012 1.383565 5.65E-87 0.324664 0.016424
Peaks peaks lung HPF 0.0012 1.383439 7.06E-44 0.324572 0.023364
Hotspots hotspots kidney HRGEC 0.0012 1.382988 1.88E-93 0.324246 0.015812
Hotspots hotspots lung IMR90 0.0012 1.381216 4.07E-88 0.322964 0.016229
Peaks peaks skin NHDF-Ad 0.0012 1.380926 2.69E-57 0.322755 0.020231
Hotspots hotspots fetal_mem Chorion 0.0012 1.380719 7.6E-107 0.322605 0.014693
Peaks peaks es_cell H1_Derived 0.0012 1.380704 9.37E-52 0.322593 0.021313
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.380437 2.57E-46 0.3224 0.022563
Hotspots hotspots lung IMR90 0.0012 1.380415 1.73E-90 0.322384 0.015982
Chromatin_CTCF blood_vessHUVEC 0.0012 1.37923 2.49E-48 0.321525 0.02201
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.378169 3.7E-102 0.320756 0.014947
Hotspots hotspots pancreas PanIslets 0.0012 1.376702 1E-109 0.319691 0.014365
Hotspots hotspots breast Breast_vHM 0.0012 1.376563 4.64E-92 0.31959 0.015705
Hotspots hotspots blood_vessHPAF 0.0012 1.376556 7.06E-93 0.319585 0.015634
Hotspots hotspots heart HCM 0.0012 1.376026 3.14E-94 0.3192 0.0155
Peaks peaks muscle HSMM 0.0012 1.375716 6.81E-67 0.318974 0.018461
Peaks peaks fetal_adrenFetal_Adre 0.0012 1.375621 4.65E-55 0.318906 0.020405
Hotspots hotspots connective HVMF 0.0012 1.375229 3.06E-89 0.31862 0.015908
Peaks peaks skin Melano 0.0012 1.374918 7.32E-66 0.318394 0.018575
Hotspots hotspots fetal_splee Fetal_Splee 0.0012 1.374652 3.2E-102 0.318201 0.014823
Peaks peaks fetal_testesFetal_Teste 0.0012 1.374646 1.55E-52 0.318196 0.02086
Hotspots hotspots uterus Ishikawa 0.0012 1.373581 2.62E-90 0.317421 0.015752
Peaks peaks fetal_intestFetal_Intes 0.0012 1.373367 2.88E-53 0.317265 0.020651
Chromatin_TRANSCRIBblood GM12878 0.0012 1.372186 6.9E-129 0.316405 0.0131
Hotspots hotspots breast T-47D 0.0012 1.371159 1.11E-98 0.315657 0.014971
Hotspots hotspots blood_vessAoSMC 0.0012 1.370789 1.02E-91 0.315387 0.015527
Peaks peaks fetal_stom Fetal_Stom 0.0012 1.368909 2.61E-51 0.314014 0.020839
Hotspots hotspots skin NHDF-Ad 0.0012 1.36815 2.64E-95 0.31346 0.015133
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.367894 5.7E-99 0.313272 0.014836
Hotspots hotspots skin FibroP 0.0012 1.367387 9.6E-114 0.312902 0.013804
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.367151 1E-101 0.312729 0.014604
Peaks peaks prostate LNCaP 0.0012 1.366684 2.12E-65 0.312387 0.01829
Hotspots hotspots epithelium HPdLF 0.0012 1.36653 3.33E-86 0.312275 0.015869
Hotspots hotspots brain Medullo 0.0012 1.366473 1.8E-111 0.312233 0.013918
Peaks peaks epithelium HCPEpiC 0.0012 1.366223 8.5E-51 0.31205 0.020817
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.366068 9.4E-99 0.311937 0.014789
Histone_M H3K27me3 blood_vessHUVEC 0.0012 1.365898 1.15E-86 0.311812 0.015802
Hotspots hotspots skin BJ 0.0012 1.365724 5.13E-82 0.311684 0.016248
Peaks peaks fetal_intestFetal_Intes 0.0012 1.365677 3.08E-49 0.31165 0.021129
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.365384 5E-99 0.311436 0.014745
Hotspots hotspots epithelium HIPEpiC 0.0012 1.365039 3.59E-91 0.311183 0.015367
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.364417 1.26E-97 0.310727 0.014818
Peaks peaks skin NHDF-neo 0.0012 1.364243 3.76E-46 0.3106 0.021778
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.364093 4.9E-102 0.31049 0.014477
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.364018 3.62E-50 0.310435 0.020843
Hotspots hotspots breast Breast_vHM 0.0012 1.364003 3.5E-87 0.310424 0.015684
Peaks peaks epithelium HIPEpiC 0.0012 1.362316 3.96E-51 0.309186 0.020556
Peaks peaks epithelium SAEC 0.0012 1.362116 3.7E-49 0.30904 0.020969
Peaks peaks prostate PrEC 0.0012 1.36031 5.63E-43 0.307713 0.022391
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.359884 7.7E-105 0.307399 0.014137
Hotspots hotspots lung IMR90 0.0012 1.359137 2.26E-88 0.30685 0.015397
Chromatin_ENHANCER cervix HeLa-S3 0.0012 1.358496 6.84E-35 0.306378 0.024863
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.357635 1.88E-87 0.305744 0.015424
Peaks peaks ips_cell iPS_DF_6.9 0.0012 1.357573 6.09E-51 0.305698 0.020363
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.356723 2.33E-86 0.305072 0.015489
Peaks peaks es_cell H9 0.0012 1.354033 1.83E-41 0.303087 0.02247
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.353831 3.87E-88 0.302939 0.015221
Peaks peaks skin Penis_Fore 0.0012 1.353758 6.53E-48 0.302884 0.020828
Peaks peaks ips_cell iPS_DF_19. 0.0012 1.353755 3.63E-46 0.302882 0.021233
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.353416 2.62E-48 0.302632 0.020721
Peaks peaks skin Penis_Fore 0.0012 1.352787 3.01E-44 0.302167 0.021656
Peaks peaks fetal_intestFetal_Intes 0.0012 1.352446 6.71E-67 0.301915 0.017472
Genic Upstream 0.0012 1.351921 3.8E-98 0.301527 0.014341
Footprints footprints epithelium HRCEpiC 0.0012 1.350901 6.64E-31 0.300772 0.02602
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.350308 1.29E-87 0.300333 0.015136
Hotspots hotspots skin NHDF-neo 0.0012 1.349819 1.23E-81 0.29997 0.015675
Hotspots hotspots prostate LNCaP 0.0012 1.349728 1.7E-104 0.299903 0.013815
Hotspots hotspots blood CD20_Prim 0.0012 1.349488 1.2E-90 0.299725 0.014845
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.349192 1.55E-90 0.299506 0.014844
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.349052 8.98E-93 0.299402 0.014655
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.348179 5.51E-94 0.298754 0.014526
Peaks peaks es_cell H1_BMP4_ 0.0012 1.347708 8.7E-40 0.298405 0.022605
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.347418 8.34E-96 0.29819 0.014358
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.347355 1.75E-49 0.298143 0.020161
Hotspots hotspots es_cell HESC 0.0012 1.347211 4.5E-105 0.298036 0.013691
Peaks peaks es_cell HESC 0.0012 1.347153 1.33E-54 0.297993 0.01915
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.34703 4.63E-95 0.297902 0.014401
Histone_M H3K4me1 blood_vessHUVEC 0.0012 1.346408 3.97E-93 0.29744 0.01453
Hotspots hotspots lung HPF 0.0012 1.346141 8.77E-74 0.297242 0.016358
Peaks peaks epithelium HRCEpiC 0.0012 1.346044 8.33E-44 0.29717 0.021409
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.344728 2.74E-47 0.296192 0.020506
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.344383 3.85E-41 0.295935 0.02203
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.343937 4.32E-42 0.295603 0.021744
Hotspots hotspots epithelium SAEC 0.0012 1.343227 6.24E-79 0.295075 0.015687
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.34311 1.32E-91 0.294988 0.014532
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.342686 2.32E-47 0.294672 0.020385
Peaks peaks fetal_adrenFetal_Adre 0.0012 1.342153 2.58E-50 0.294275 0.019729
Peaks peaks epithelium RPTEC 0.0012 1.341393 3.12E-39 0.293709 0.022413
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.341393 1.5E-92 0.293709 0.014394
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.341263 3.75E-44 0.293612 0.021066
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.340088 5.13E-90 0.292736 0.014551
Hotspots hotspots es_cell H1_Derived 0.0012 1.339088 7.23E-76 0.291989 0.015841
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.338359 3.65E-44 0.291444 0.020908
Peaks peaks epithelium HEEpiC 0.0012 1.338025 4.64E-45 0.291195 0.020673
TFBS tfbs liver HepG2 0.0012 1.337996 6.72E-68 0.291173 0.016723
Peaks peaks epithelium HRE 0.0012 1.337705 7.74E-42 0.290955 0.02147
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.336592 1.08E-49 0.290123 0.019576
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.336392 4.85E-92 0.289974 0.014251
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.336113 1.12E-40 0.289764 0.021698
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.336073 9.31E-92 0.289734 0.014261
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.335709 1.52E-77 0.289462 0.015529
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.3348 2.62E-36 0.288781 0.02295
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.334366 4.11E-88 0.288456 0.014496
Hotspots hotspots es_cell H1 0.0012 1.334353 2.71E-69 0.288446 0.016394
Peaks peaks brain_hippoHA-h 0.0012 1.334152 1.42E-42 0.288296 0.021081
Peaks peaks lung NHLF 0.0012 1.332556 1.82E-42 0.287099 0.021021
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.332555 8.45E-51 0.287098 0.019152
Hotspots hotspots heart HCFaa 0.0012 1.331492 1.56E-78 0.2863 0.01526
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.331414 1.19E-74 0.286241 0.015659
Hotspots hotspots epithelium HEEpiC 0.0012 1.331119 4.21E-76 0.28602 0.015493
Peaks peaks skin Penis_Fore 0.0012 1.331103 6.55E-43 0.286008 0.020828
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.331078 5.93E-39 0.285989 0.021906
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.331037 5.27E-40 0.285958 0.021601
Footprints footprints fetal_lung fLung 0.0012 1.330807 4.27E-30 0.285785 0.025073
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.330723 2.44E-46 0.285722 0.019991
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.330025 1.62E-87 0.285198 0.014382
Peaks peaks epithelium HNPCEpiC 0.0012 1.329611 4.68E-43 0.284886 0.02071
Chromatin_CTCF cervix HeLa-S3 0.0012 1.329061 1.82E-46 0.284473 0.019875
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.328404 2.22E-44 0.283978 0.02032
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.328026 4.86E-38 0.283693 0.022002
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.327889 4.66E-84 0.28359 0.014599
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.32706 7.14E-42 0.282966 0.020871
Hotspots hotspots es_cell H1_Derived 0.0012 1.327029 1.01E-76 0.282943 0.015263
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.326257 2.35E-41 0.282361 0.020962
Hotspots hotspots ips_cell iPS_DF_19. 0.0012 1.326143 3.33E-74 0.282275 0.015489
Chromatin_CTCF blood K562 0.0012 1.326085 3.38E-43 0.282231 0.020482
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.326017 1.52E-95 0.28218 0.013606
Hotspots hotspots skin Penis_Fore 0.0012 1.325382 3.66E-79 0.281701 0.014954
Hotspots hotspots epithelium HCPEpiC 0.0012 1.325095 4.08E-73 0.281484 0.015563
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.324969 3.14E-39 0.281389 0.021474
Hotspots hotspots epithelium HRCEpiC 0.0012 1.324794 2.64E-71 0.281257 0.015752
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.324691 2.04E-42 0.281179 0.0206
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.324574 3.9E-46 0.281091 0.019712
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.324524 5.31E-43 0.281053 0.020445
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.324381 3.86E-49 0.280945 0.019067
Peaks peaks nervous NH-A 0.0012 1.323125 9.83E-39 0.279996 0.021511
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.323045 2.53E-43 0.279936 0.020284
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.322923 5.6E-87 0.279844 0.014156
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.322834 5.89E-39 0.279776 0.021429
Peaks peaks cerebellar HAc 0.0012 1.322489 2.93E-37 0.279516 0.021914
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.321674 1.01E-47 0.278899 0.019218
Peaks peaks ips_cell iPS_DF_19. 0.0012 1.321277 1.48E-43 0.278599 0.020131
Chromatin_CTCF liver HepG2 0.0012 1.320727 1.2E-39 0.278182 0.021112
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.319728 6.43E-43 0.277426 0.020201
Hotspots hotspots skin Penis_Fore 0.0012 1.319385 8.27E-74 0.277166 0.015251
Peaks peaks ips_cell iPS_DF_4.7 0.0012 1.319219 2.04E-41 0.27704 0.020551
Hotspots hotspots ips_cell iPS_DF_19. 0.0012 1.3184 2.19E-77 0.276419 0.014845
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.317214 3.87E-69 0.275519 0.015677
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.317155 3.29E-45 0.275474 0.019523
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.31708 4.52E-39 0.275417 0.021063
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.317004 8.21E-82 0.275359 0.014373
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.316925 4.13E-72 0.275299 0.01533
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.316797 1.95E-36 0.275203 0.02183
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.316763 9.32E-47 0.275177 0.019164
Hotspots hotspots es_cell H1_Derived 0.0012 1.316687 6.84E-70 0.275119 0.015568
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.316301 1.73E-44 0.274826 0.019641
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.31622 1.83E-39 0.274764 0.020903
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.315984 3.11E-40 0.274585 0.02068
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.3156 6.44E-37 0.274293 0.021609
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.315372 1.99E-38 0.274119 0.021147
Peaks peaks es_cell H1_Derived 0.0012 1.315174 1.84E-34 0.273969 0.022378
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.315156 1.73E-37 0.273955 0.02141
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.314764 1.34E-42 0.273657 0.020004
FAIRE faire es_cell H1HESC 0.0012 1.314685 2.47E-21 0.273597 0.028851
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.314437 2.64E-37 0.273408 0.021422
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.314408 6.68E-42 0.273386 0.020157
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.314208 6.71E-36 0.273234 0.021844
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.314101 4.02E-46 0.273153 0.019158
Hotspots hotspots fetal_adrenFetal_Adre 0.0012 1.313673 2.92E-77 0.272827 0.014664
Chromatin_WEAK_ENHblood GM12878 0.0012 1.31356 2.41E-18 0.272741 0.031219
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.31328 1.14E-33 0.272528 0.022535
Hotspots hotspots fetal_adrenFetal_Adre 0.0012 1.312962 3.12E-76 0.272286 0.014736
Peaks peaks fetal_thym Fetal_Thym 0.0012 1.312174 2.27E-35 0.271685 0.02189
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.311764 2.31E-39 0.271373 0.020673
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.311323 5.58E-43 0.271036 0.019721
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.310608 7.37E-73 0.270491 0.014983
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.310427 8.24E-62 0.270353 0.016296
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.30988 6.87E-79 0.269935 0.014354
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.309578 2.71E-40 0.269705 0.020296
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.309298 2.67E-43 0.269491 0.019533
Peaks peaks testis NT2-D1 0.0012 1.309068 4.17E-37 0.269315 0.021161
Hotspots hotspots es_cell H9 0.0012 1.308639 3.06E-71 0.268988 0.015072
Peaks peaks es_cell H1_BMP4_ 0.0012 1.308102 3.73E-43 0.268577 0.019501
Chromatin_CTCF blood GM12878 0.0012 1.307529 2.62E-34 0.268139 0.021954
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.306652 2.37E-38 0.267468 0.020655
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.305777 2.54E-46 0.266799 0.018671
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.305751 3.36E-39 0.266779 0.020367
Chromatin_ENHANCER es_cell H1HESC 0.0012 1.305597 4.44E-25 0.266661 0.025779
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.305542 3.48E-46 0.266619 0.018687
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.305328 4.23E-39 0.266454 0.02037
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.305284 6.2E-40 0.266421 0.020144
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.305269 1.13E-46 0.266409 0.018571
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.305234 1.22E-43 0.266382 0.019229
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.305227 1.36E-79 0.266377 0.014101
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.304642 7.77E-38 0.265929 0.020682
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.304318 1.43E-42 0.26568 0.019428
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.303984 1.93E-41 0.265424 0.019684
Chromatin_ENHANCER blood_vessHUVEC 0.0012 1.303969 1.33E-37 0.265412 0.020709
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.30391 1.76E-39 0.265368 0.020184
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.3038 6.88E-37 0.265283 0.020908
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.303783 1.03E-72 0.26527 0.014709
Hotspots hotspots epithelium RPTEC 0.0012 1.303672 1.88E-65 0.265185 0.01552
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.303581 2.22E-42 0.265115 0.019432
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.303518 8.99E-37 0.265066 0.020925
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.303279 1.53E-66 0.264883 0.015372
Hotspots hotspots skin Melano 0.0012 1.30305 1.33E-83 0.264707 0.013664
Peaks peaks es_cell H1_BMP4_ 0.0012 1.302763 9.09E-28 0.264487 0.024217
Peaks peaks skin Penis_Fore 0.0012 1.302702 4.89E-36 0.264441 0.021099
Chromatin_WEAK_ENHliver HepG2 0.0012 1.302495 0.000244 0.264281 0.072045
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.302262 1.3E-40 0.264102 0.019793
Hotspots hotspots prostate PrEC 0.0012 1.302244 9.25E-65 0.264089 0.015541
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.302196 5.22E-40 0.264052 0.019945
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.301206 1.28E-73 0.263292 0.014506
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.300881 2.83E-74 0.263042 0.014427
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.300784 5.84E-41 0.262967 0.019621
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.300783 1.65E-46 0.262966 0.018364
Peaks peaks brain BE2_C 0.0012 1.300536 1.56E-33 0.262776 0.021775
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.30005 1.16E-49 0.262403 0.017711
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.299981 5.87E-35 0.26235 0.021269
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.29932 3.49E-38 0.261841 0.020267
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.298927 5.07E-37 0.261539 0.020574
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.298781 1.57E-40 0.261426 0.019613
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.298714 2.65E-41 0.261374 0.019417
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.298257 3.78E-43 0.261022 0.018954
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.297991 6.44E-40 0.260817 0.019724
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.29784 4.22E-74 0.260701 0.014316
Peaks peaks es_cell H1 0.0012 1.297749 2.26E-38 0.260631 0.020121
Peaks peaks es_cell H9 0.0012 1.297696 1.87E-36 0.260591 0.020666
Peaks peaks fetal_skin Fetal_Skin 0.0012 1.297663 7.39E-33 0.260565 0.021824
Hotspots hotspots epithelium HNPCEpiC 0.0012 1.296528 2.8E-64 0.25969 0.015341
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.296469 5.55E-38 0.259644 0.020153
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.296441 3.86E-36 0.259623 0.020683
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.296329 2.57E-36 0.259536 0.020624
Hotspots hotspots fetal_stom Fetal_Stom 0.0012 1.296257 2.38E-73 0.259481 0.014323
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.29596 1.34E-41 0.259252 0.019187
Peaks peaks eye WERI-Rb-1 0.0012 1.295708 5.8E-35 0.259057 0.021
Hotspots hotspots skin Penis_Fore 0.0012 1.295623 2.35E-70 0.258992 0.014605
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.295511 7.92E-37 0.258905 0.020423
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.295265 1.3E-41 0.258715 0.019144
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.295176 2.69E-45 0.258647 0.018312
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.294718 3.86E-75 0.258293 0.014082
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.29459 1.72E-63 0.258194 0.01535
Hotspots hotspots ips_cell iPS_DF_6.9 0.0012 1.294575 3.79E-70 0.258182 0.014582
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.293772 1.94E-38 0.257562 0.019866
Footprints footprints fetal_brain fBrain 0.0012 1.293467 9.65E-22 0.257327 0.026859
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.293386 1.51E-56 0.257263 0.016236
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.293101 7.84E-36 0.257043 0.02057
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.292649 3.04E-38 0.256694 0.019852
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.292578 7.98E-36 0.256638 0.02054
Hotspots hotspots epithelium HRE 0.0012 1.292237 4.55E-61 0.256375 0.01555
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.292023 7.81E-34 0.256209 0.021131
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.292015 9.8E-45 0.256203 0.018257
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.291822 3.3E-58 0.256053 0.01592
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.291363 4.87E-40 0.255698 0.019306
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.291133 1.75E-37 0.25552 0.019971
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.290246 5.24E-39 0.254833 0.019505
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.290194 5.29E-69 0.254793 0.014513
Hotspots hotspots testis NT2-D1 0.0012 1.29015 6.06E-69 0.254759 0.014517
Footprints footprints es_cell H7-hESC 0.0012 1.28984 1.07E-25 0.254518 0.024287
Peaks peaks skin Penis_Fore 0.0012 1.289804 4.75E-37 0.25449 0.020012
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.289683 2.42E-37 0.254397 0.019922
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.289455 2.44E-39 0.25422 0.019373
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.289453 2.89E-67 0.254218 0.014671
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.289379 6.13E-56 0.254161 0.01613
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.289279 1.56E-35 0.254083 0.020423
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.288812 1.94E-58 0.253721 0.015743
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.288308 9.04E-38 0.25333 0.01972
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.288044 1.05E-38 0.253125 0.019454
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.287496 3.62E-39 0.252699 0.0193
Hotspots hotspots lung NHLF 0.0012 1.286749 5.22E-62 0.252119 0.015172
Peaks peaks brain SK-N-MC 0.0012 1.285164 7.6E-26 0.250887 0.023867
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.285085 3.43E-54 0.250825 0.016181
Peaks peaks skin Penis_Fore 0.0012 1.284812 6.4E-34 0.250612 0.020642
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.284595 6.25E-60 0.250444 0.015338
Peaks peaks blood_vessHBMEC 0.0012 1.284438 1.14E-32 0.250322 0.02103
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.284366 3.42E-39 0.250265 0.019108
Hotspots hotspots skin Penis_Fore 0.0012 1.28381 7.58E-63 0.249832 0.014931
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.283799 8.64E-39 0.249824 0.019178
Hotspots hotspots fetal_intestFetal_Intes 0.0012 1.283429 6.61E-63 0.249535 0.014906
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.283351 1.39E-66 0.249475 0.014473
Footprints footprints muscle SKMC 0.0012 1.283032 2E-33 0.249226 0.020687
Peaks peaks fibroblast Fibroblasts_ 0.0012 1.282093 2.72E-35 0.248494 0.020045
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.282003 2.32E-69 0.248424 0.014112
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.281873 9.31E-36 0.248322 0.019894
Hotspots hotspots fetal_thym Fetal_Thym 0.0012 1.281797 6.3E-61 0.248263 0.015076
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.281309 1.01E-67 0.247882 0.014256
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.281164 4.35E-67 0.247769 0.014318
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.281081 5.72E-37 0.247704 0.0195
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.281008 1.2E-34 0.247648 0.020172
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.28066 4.28E-71 0.247376 0.013876
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.280547 1.12E-71 0.247288 0.013813
Peaks peaks muscle SKMC 0.0012 1.280237 3.38E-32 0.247045 0.020915
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.27967 3.93E-42 0.246602 0.018131
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.27943 6.09E-34 0.246415 0.020289
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.279077 8.43E-54 0.246139 0.015939
Hotspots hotspots nervous NH-A 0.0012 1.278498 2.39E-58 0.245686 0.015256
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.278054 5.47E-68 0.245339 0.014081
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.278024 6.14E-59 0.245315 0.015154
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.277771 4.48E-66 0.245117 0.014276
Chromatin_WEAK_ENHes_cell H1HESC 0.0012 1.277764 1.06E-31 0.245112 0.020921
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.277327 8.92E-33 0.24477 0.020528
Chromatin_CTCF es_cell H1HESC 0.0012 1.276168 3.39E-35 0.243862 0.019699
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.276113 3.56E-35 0.243819 0.019702
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.275821 2.16E-64 0.24359 0.014377
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.275548 3.16E-35 0.243376 0.019651
Hotspots hotspots cerebellar HAc 0.0012 1.275423 1.81E-58 0.243278 0.015091
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.27462 2E-36 0.242648 0.019251
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.274287 4.26E-61 0.242387 0.014698
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.274066 8.06E-56 0.242213 0.015388
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.274047 5.98E-67 0.242199 0.014011
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.273817 9.97E-41 0.242018 0.018111
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.273732 2.09E-67 0.241951 0.013948
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.27313 5E-35 0.241478 0.019556
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.272883 4.88E-64 0.241285 0.014281
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.272839 3E-35 0.24125 0.019473
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.272694 1.39E-32 0.241136 0.020287
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.272251 5.54E-62 0.240787 0.014493
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.272084 8.07E-34 0.240657 0.019853
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.271593 5.49E-31 0.24027 0.020757
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.271547 5E-52 0.240234 0.015828
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.270977 1.25E-38 0.239786 0.018448
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.27011 1.08E-33 0.239103 0.019763
Hotspots hotspots brain BE2_C 0.0012 1.26971 4.41E-54 0.238788 0.015421
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.269539 6.47E-36 0.238654 0.019075
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.269443 1.29E-62 0.238579 0.014285
Hotspots hotspots fetal_testesFetal_Teste 0.0012 1.269059 5E-60 0.238276 0.014581
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.268867 2.69E-62 0.238124 0.014296
Hotspots hotspots es_cell H1_BMP4_ 0.0012 1.268513 7.91E-52 0.237846 0.015702
Hotspots hotspots skin Penis_Fore 0.0012 1.268086 2.83E-59 0.237509 0.014629
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.267979 3.1E-28 0.237424 0.021547
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.267888 1.25E-57 0.237352 0.014833
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.267599 3.97E-57 0.237124 0.014886
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.266896 3.08E-59 0.23657 0.014576
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.266765 2.46E-59 0.236466 0.014557
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.266688 1.72E-57 0.236406 0.014792
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.266632 6.08E-31 0.236361 0.020435
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.2661 1.3E-62 0.235941 0.014128
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.265795 4.82E-62 0.2357 0.01418
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.265558 1.89E-35 0.235513 0.018953
Hotspots hotspots muscle SKMC 0.0012 1.265161 5.06E-51 0.2352 0.015654
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.264833 2.33E-60 0.23494 0.014336
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.264734 2.34E-34 0.234862 0.019215
Hotspots hotspots es_cell H1 0.0012 1.264418 1.44E-61 0.234612 0.014171
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.264103 8.96E-61 0.234363 0.01425
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.263958 7.19E-63 0.234248 0.013997
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.263533 2.52E-32 0.233912 0.019761
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.26339 1.47E-32 0.233798 0.019676
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.263078 5.59E-51 0.233551 0.015551
Hotspots hotspots ips_cell iPS_DF_4.7 0.0012 1.262752 2.28E-53 0.233293 0.01517
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.262061 9.87E-68 0.232746 0.013384
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.261718 6.24E-61 0.232474 0.014117
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.261645 3.94E-68 0.232417 0.013325
Hotspots hotspots es_cell H1_Derived 0.0012 1.261082 3.81E-57 0.23197 0.01456
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.261027 6.2E-60 0.231926 0.014204
Hotspots hotspots blood_vessHBMEC 0.0012 1.260856 6.05E-55 0.231791 0.014847
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.260732 1.51E-46 0.231693 0.016173
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.260444 2.91E-60 0.231464 0.014136
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.260393 7.6E-60 0.231424 0.014184
Peaks peaks es_cell H1_BMP4_ 0.0012 1.260011 3.22E-27 0.23112 0.021388
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.259609 3.79E-59 0.230801 0.014232
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.2595 9.77E-62 0.230714 0.013915
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.259134 2.3E-31 0.230424 0.019779
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.258659 3.14E-60 0.230046 0.014053
Hotspots hotspots es_cell H9 0.0012 1.258017 4.43E-60 0.229537 0.01404
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.257999 9.49E-32 0.229523 0.019575
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.257628 1.96E-28 0.229228 0.020725
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.257188 5.43E-59 0.228877 0.014132
Hotspots hotspots brain_hippoHA-h 0.0012 1.257182 2.9E-57 0.228872 0.01435
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.256258 2.08E-50 0.228137 0.01528
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.255934 3.84E-61 0.227879 0.013813
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.255681 2.72E-56 0.227678 0.014402
Hotspots hotspots skin Penis_Fore 0.0012 1.255375 1.4E-51 0.227434 0.015052
Peaks peaks fetal_spina Fetal_Spina 0.0012 1.254789 6.88E-31 0.226968 0.019641
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.254739 1.02E-57 0.226928 0.014171
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.254696 1.96E-46 0.226893 0.015858
Histone_M H3K4me1 es_cell H1HESC 0.0012 1.254509 1.52E-40 0.226744 0.017008
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.254051 8.31E-55 0.226379 0.014519
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.253035 2.1E-58 0.225569 0.014
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.252977 3.44E-58 0.225522 0.014024
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.252354 1.91E-52 0.225025 0.014765
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.252331 1.75E-59 0.225007 0.013834
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.251965 2.77E-34 0.224715 0.018405
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.251648 2.39E-31 0.224461 0.019273
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.251646 2.92E-58 0.22446 0.013949
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.25145 1.2E-28 0.224303 0.0202
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.250798 1.09E-34 0.223782 0.018215
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.250629 1.29E-55 0.223647 0.014236
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.250369 4.8E-55 0.223439 0.014299
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.250141 3.86E-53 0.223256 0.01455
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.250034 4.11E-32 0.223171 0.01892
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.249786 9.05E-55 0.222972 0.014306
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.249485 3.41E-60 0.222731 0.01361
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.248733 7.21E-47 0.222129 0.01545
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.24857 1.31E-47 0.221999 0.015316
Hotspots hotspots eye WERI-Rb-1 0.0012 1.248258 6.35E-51 0.221749 0.014774
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.247496 5.16E-31 0.221138 0.019095
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.247331 3.08E-53 0.221006 0.014389
Hotspots hotspots es_cell H1_BMP4_ 0.0012 1.247106 6.38E-51 0.220826 0.014713
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.24707 2.09E-29 0.220797 0.019611
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.246651 6.3E-55 0.220461 0.014124
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.246619 1.04E-56 0.220435 0.013891
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.246418 4.44E-57 0.220274 0.013834
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.246246 4.51E-27 0.220136 0.02043
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.24601 9.89E-28 0.219946 0.020153
Hotspots hotspots fibroblast Fibroblasts_ 0.0012 1.245982 9.51E-47 0.219924 0.015317
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.245961 1.36E-56 0.219907 0.013872
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.245892 8.6E-59 0.219852 0.013599
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.245748 4.37E-28 0.219736 0.019998
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.245731 1.15E-58 0.219722 0.013606
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.245251 6.92E-59 0.219337 0.013556
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.245043 9.28E-50 0.21917 0.014778
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.244906 1.33E-62 0.21906 0.013118
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.244777 1.76E-54 0.218957 0.014087
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.244052 5.76E-58 0.218373 0.013606
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.243769 3.43E-54 0.218146 0.014073
Peaks peaks fetal_spina Fetal_Spina 0.0012 1.242947 1.28E-27 0.217485 0.019971
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.242501 4.63E-29 0.217126 0.019406
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.242369 1.72E-25 0.21702 0.020797
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.242168 1.78E-29 0.216858 0.019237
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.241924 5.46E-56 0.216662 0.013744
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.241874 6.74E-30 0.216622 0.019072
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.240569 2.59E-54 0.21557 0.013891
Peaks peaks fetal_kidneFetal_Kidne 0.0012 1.240224 6.82E-30 0.215292 0.018956
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.24012 7.77E-54 0.215208 0.013931
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.2399 2.77E-50 0.215031 0.01442
Peaks peaks epithelium HRPEpiC 0.0012 1.239835 2E-26 0.214978 0.02021
Genic Intron 0.0012 1.23979 2.89E-76 0.214942 0.01163
Peaks peaks fetal_heart Fetal_Hear 0.0012 1.238697 5.02E-28 0.21406 0.019504
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.238558 3.33E-54 0.213948 0.013801
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.238307 1.04E-54 0.213745 0.013721
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.238302 2.42E-53 0.213741 0.013902
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.238206 3.65E-51 0.213663 0.0142
Hotspots hotspots es_cell H1_BMP4_ 0.0012 1.23777 5.27E-44 0.213311 0.015332
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.237623 6.01E-54 0.213193 0.013786
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.237229 7.13E-58 0.212874 0.013275
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.236227 3.07E-51 0.212064 0.014083
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.23496 2.66E-49 0.211039 0.014298
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.234503 4.86E-50 0.210668 0.014164
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.234054 1.69E-48 0.210305 0.01437
Chromatin_WEAK_ENHcervix HeLa-S3 0.0012 1.233883 1.68E-13 0.210166 0.028508
Histone_M H3K27me3 liver HepG2 0.0012 1.232616 5.35E-47 0.209139 0.014526
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.232126 9.4E-53 0.208741 0.013655
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.23162 1.32E-24 0.20833 0.020346
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.231471 2.4E-49 0.208209 0.0141
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.231305 1.69E-53 0.208075 0.013513
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.231247 2.71E-24 0.208027 0.020456
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.231081 8.57E-50 0.207893 0.014013
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.230938 6.78E-49 0.207777 0.014138
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.230739 9.2E-56 0.207615 0.013197
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.230517 1.84E-51 0.207435 0.013745
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.230467 2.54E-49 0.207394 0.014048
Peaks peaks spinal_cordHA-sp 0.0012 1.230272 2.69E-21 0.207235 0.021874
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.230014 2.05E-49 0.207025 0.01401
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.229374 8.64E-51 0.206505 0.013777
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.22866 4.19E-50 0.205925 0.013835
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.228312 5.83E-47 0.205641 0.014289
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.22824 5.18E-47 0.205582 0.014277
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.228016 1.41E-51 0.2054 0.013594
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.227242 2.08E-44 0.204769 0.014648
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.227002 7.59E-49 0.204574 0.013927
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.226969 3.39E-49 0.204547 0.013874
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.226849 4.78E-51 0.204449 0.013604
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.226429 8.59E-25 0.204107 0.019853
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.226391 5.87E-48 0.204075 0.014026
Peaks peaks fetal_lung Fetal_Lung 0.0012 1.226325 1.39E-24 0.204022 0.019935
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.226309 3.03E-48 0.204009 0.013978
Peaks peaks fetal_musc Fetal_Musc 0.0012 1.22491 7.91E-38 0.202867 0.015779
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.224531 2.99E-43 0.202558 0.01469
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.223916 1.1E-46 0.202055 0.014083
Peaks peaks fetal_renal_Fetal_Rena 0.0012 1.223522 5.02E-26 0.201733 0.01912
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.222438 6.15E-48 0.200847 0.013807
Hotspots hotspots es_cell H1_BMP4_ 0.0012 1.221596 1.27E-41 0.200158 0.01481
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.219682 1.41E-46 0.19859 0.013858
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.218454 5.71E-22 0.197583 0.020508
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.217086 6.84E-21 0.19646 0.020953
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.216461 4.59E-21 0.195945 0.020805
Hotspots hotspots fetal_skin Fetal_Skin 0.0012 1.215628 6.02E-38 0.195261 0.015163
Hotspots hotspots brain SK-N-MC 0.0012 1.21549 2.94E-34 0.195147 0.01599
Peaks peaks es_cell hESCT0 0.0012 1.215463 6.37E-26 0.195125 0.018533
Histone_M H3K27me3 blood K562 0.0012 1.215377 2.55E-52 0.195054 0.012814
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.214846 1.19E-43 0.194618 0.014047
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.21407 8.67E-45 0.193978 0.013814
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.212739 5.58E-45 0.192882 0.013706
Hotspots hotspots fetal_spina Fetal_Spina 0.0012 1.211978 3.34E-43 0.192254 0.013951
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.21131 6.72E-41 0.191702 0.014315
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.21111 4.66E-24 0.191537 0.018933
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.21077 2.43E-43 0.191257 0.013856
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.210472 5.91E-44 0.191011 0.013737
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.210046 2.88E-41 0.190658 0.01417
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.209169 2.26E-19 0.189934 0.021104
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.208154 2.83E-41 0.189094 0.014052
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.205159 8.95E-20 0.186612 0.020505
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.203807 7.28E-40 0.185489 0.014037
Peaks peaks fetal_lung Fetal_Lung_ 0.0012 1.202675 3.9E-22 0.184548 0.019077
Hotspots hotspots fetal_kidneFetal_Kidne 0.0012 1.202494 3.63E-42 0.184398 0.013552
Peaks peaks multi-tissueAll 0.0012 1.202142 1.47E-45 0.184105 0.012995
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.198891 7.31E-41 0.181397 0.013551
Hotspots hotspots epithelium HRPEpiC 0.0012 1.195251 3.12E-32 0.178356 0.015091
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.194392 6.98E-39 0.177637 0.013619
Hotspots hotspots fetal_heart Fetal_Hear 0.0012 1.194188 3.11E-38 0.177467 0.013727
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.193777 1.6E-36 0.177122 0.014033
Histone_M H3K27me3 es_cell H1HESC 0.0012 1.193127 9.05E-15 0.176578 0.022778
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.192476 2.1E-29 0.176032 0.015635
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.191463 2.72E-17 0.175182 0.020712
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.191358 1.89E-32 0.175094 0.014762
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.190264 1.12E-19 0.174175 0.01919
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.187016 5.01E-30 0.171443 0.01506
Hotspots hotspots fetal_musc Fetal_Musc 0.0012 1.185647 3.12E-33 0.170289 0.014178
Histone_M H3K27me3 blood GM12878 0.0012 1.185186 6.34E-14 0.1699 0.022651
Hotspots hotspots fetal_renal_Fetal_Rena 0.0012 1.182226 1.28E-35 0.1674 0.013438
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.179006 7.73E-34 0.164671 0.01358
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.176632 2.68E-15 0.162656 0.020577
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.175406 7.26E-30 0.161613 0.014237
Hotspots hotspots es_cell hESCT0 0.0012 1.175108 4.01E-30 0.16136 0.01415
Hotspots hotspots fetal_lung Fetal_Lung 0.0012 1.174783 2.04E-30 0.161083 0.014053
Chromatin_TRANSCRIBcervix HeLa-S3 0.0012 1.174063 1.21E-35 0.16047 0.012877
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.173408 2.9E-16 0.159913 0.019555
Footprints footprints skin AG10803 0.0012 1.169623 0.013875 0.156681 0.063679
Hotspots hotspots fetal_spina Fetal_Spina 0.0012 1.168571 1.13E-28 0.155781 0.014023
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.168401 1.06E-25 0.155636 0.01485
Hotspots hotspots fetal_lung Fetal_Lung_ 0.0012 1.167552 6.56E-30 0.154909 0.013635
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.165883 4.33E-24 0.153479 0.01516
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.162771 1.12E-23 0.150806 0.015035
Hotspots hotspots spinal_cordHA-sp 0.0012 1.154876 7.37E-24 0.143993 0.014297
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.15427 2.1E-24 0.143468 0.014073
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.143689 1.86E-18 0.134259 0.015317
Peaks peaks fetal_brain Fetal_Brain 0.0012 1.142713 6.99E-12 0.133406 0.019453
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.139998 5.11E-20 0.131026 0.014302
Peaks peaks fetal_spina Fetal_Spina 0.0012 1.134081 5.53E-12 0.125822 0.018258
Histone_M H3K27me3 cervix HeLa-S3 0.0012 1.114424 3.42E-15 0.108337 0.013758
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.113832 8.31E-15 0.107806 0.013888
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.107351 5.61E-13 0.101971 0.014144
Hotspots hotspots fetal_brain Fetal_Brain 0.0012 1.085743 4.37E-09 0.082265 0.014016
Hotspots hotspots fetal_spina Fetal_Spina 0.0012 1.085597 4.5E-10 0.08213 0.013171
Chromatin_TRANSCRIBblood_vessHUVEC 0.0012 1.056687 1.54E-05 0.055139 0.012755








































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Table S5: Depletion of fetal brain eTranscript cis-eQTL within functional annotations provided by the EN
Category Type Tissue Celltype annotationOR Pvalue Beta BetaSE
Chromatin_REPRESSEDblood K562 0.0012 0.705593 5.69E-79 -0.34872 0.018534
Chromatin_REPRESSEDblood GM12878 0.0012 0.753657 9.32E-60 -0.28282 0.017347
Chromatin_REPRESSEDliver HepG2 0.0012 0.784635 8.53E-43 -0.24254 0.017687
Chromatin_REPRESSEDblood_vessHUVEC 0.0012 0.829897 2.83E-30 -0.18645 0.016307
Chromatin_REPRESSEDcervix HeLa-S3 0.0012 0.833918 8.8E-27 -0.18162 0.016953
Chromatin_REPRESSEDes_cell H1HESC 0.0012 0.836778 3.52E-21 -0.1782 0.018865
Genic Intergenic 0.0012 0.838462 1.71E-50 -0.17619 0.01179









Table S6: Fetal-specific eGenes
ChromosomPosition rsID ENSEMBL_ SYMBOL TSS_distan num_var beta_shapebeta_shape
chr1 39901953 rs11207097ENSG00000KCNQ4 -882060 4115 1.04907 328.171
chr1 1.51E+08 rs11810419ENSG00000ANP32E -301491 1891 1.04346 71.7949
chr1 1.55E+08 rs10908424ENSG00000ADAR -52799 2538 1.04032 205.157
chr1 2.48E+08 rs61857507ENSG00000OR2M1P -184687 4584 1.06809 281.73
chr1 57886800 rs1202826 ENSG00000TACSTD2 690972 4383 1.03269 379.623
chr1 1.73E+08 rs3900307 ENSG00000ZBTB37 -683780 2984 1.03995 115.132
chr1 2.24E+08 rs3991971 ENSG00000AC138393. -42258 3791 1.05157 227.135
chr1 2.48E+08 rs6701018 ENSG00000OR2AK2 -28203 5041 1.06431 327.579
chr1 1.14E+08 rs4641311 ENSG00000NRAS 629753 3936 1.05166 300.872
chr1 16471093 rs157251 ENSG00000CROCCP2 173589 3686 1.06177 229.458
chr1 2.48E+08 rs6701018 ENSG00000OR2L1P -53237 4986 1.06796 306.513
chr1 1.79E+08 rs7541378 ENSG00000RASAL2-AS -941540 3571 1.08305 215.937
chr1 1.22E+08 rs1853731 ENSG00000LINC00623 596986 125 0.988301 10.7549
chr1 2.19E+08 rs9725822 ENSG00000LINC01653 591005 5083 1.07123 368.689
chr2 1.87E+08 rs1706252 ENSG00000ZC3H15 805694 3543 1.04354 77.7411
chr2 1.73E+08 rs11421227ENSG00000RAPGEF4 737102 4017 1.06608 364.502
chr2 2.19E+08 rs12694456ENSG00000SLC4A3 -369504 4237 1.06863 314.544
chr2 1.07E+08 rs9308902 ENSG00000EEF1A1P12 -105278 4592 1.06938 245.363
chr2 1.62E+08 rs77882688ENSG00000AC009487. -295838 2887 1.03285 141.249
chr2 1.91E+08 rs2459611 ENSG00000AC006460. -365746 3310 1.04902 223.836
chr2 50817775 rs12233045ENSG00000AC007560. 11902 5190 1.07489 259.827
chr3 59350485 rs62250631ENSG00000C3orf67 -300402 4075 1.05476 270.112
chr3 1.23E+08 rs16834903ENSG00000DTX3L 96528 4453 1.05499 271.363
chr3 1.97E+08 rs62410572ENSG00000UBXN7 -93079 4059 1.0517 370.735
chr3 1.79E+08 rs11317164ENSG00000KCNMB3 5667 3948 1.05434 251.476
chr3 41267261 rs11712479ENSG00000ZNF619 790147 3496 1.06135 178.818
chr3 4368850 rs11915920ENSG00000PNPT1P1 -384556 5912 1.04688 696.326
chr3 1.12E+08 rs12491776ENSG00000AC092916. -331911 4247 1.06172 198.733
chr3 1.29E+08 rs4853 ENSG00000AC137695. -19694 3593 1.0755 200.288
chr3 1.92E+08 rs60432190ENSG00000AC108747. 977755 5818 1.00596 439.497
chr4 88731859 rs2924940 ENSG00000HERC3 210810 4526 1.03213 368.659
chr4 1.64E+08 rs72989598ENSG00000TMA16 810695 4275 1.04421 246.905
chr4 1621697 rs11931951ENSG00000HAUS3 620466 4018 1.04201 279.565
chr4 1.83E+08 rs11727669ENSG00000TENM3 619784 5641 1.07053 759.531
chr4 13556939 rs28370538ENSG00000LINC01182 -98241 5065 1.04749 359.891
chr4 1.18E+08 rs17863924ENSG00000AC110079. -800856 4183 1.09156 153.706
chr4 1.4E+08 rs2602233 ENSG00000AC112236. 6652 3635 1.03286 344.001
chr4 1.9E+08 rs10034424ENSG00000AF250324.1 -61716 3736 1.0756 208.422
chr5 1.41E+08 rs2910326 ENSG00000PCDHB4 87001 3105 1.05441 214.352
chr5 84611943 rs10045227ENSG00000EDIL3 -227151 3663 1.04171 305.762
chr5 69524108 rs28552895ENSG00000GTF2H2C -36101 1824 1.05754 106.27
chr5 17145033 rs632754 ENSG00000Y_RNA -27348 4242 1.02973 421.249
chr5 17145033 rs632754 ENSG00000BASP1-AS1 72013 4265 1.06628 440.372
chr5 30794131 rs1353960 ENSG00000AC022447. -863088 4661 1.06311 538.842
chr5 1.8E+08 rs6601049 ENSG00000PRDX2P3 -16493 5490 1.04895 557.324
chr5 1.75E+08 rs13179042ENSG00000AC138965. 886599 3723 1.05757 497.368
chr5 1.41E+08 rs2910326 ENSG00000PCDHB17P 52804 3170 1.06465 207.406
chr5 88649559 rs13173305ENSG00000AC091826. -150863 2047 1.06248 104.332
chr5 1.41E+08 rs6869960 ENSG00000AC244517. 52918 3099 1.05761 211.459
chr6 1.57E+08 rs62422644ENSG00000ARID1B 216960 4086 1.05337 428.394
chr6 27295473 rs16897345ENSG00000BTN2A2 912376 4473 1.06838 144.978
chr6 1.51E+08 rs3734408 ENSG00000ULBP3 -687117 5355 1.08624 400.694
chr6 21200051 rs2305955 ENSG00000CDKAL1 665593 4845 1.03868 441.528
chr6 1.17E+08 rs6904594 ENSG00000NUS1 -475295 3923 1.07309 184.465
chr6 2666029 rs6941573 ENSG00000LINC01600 -31427 4994 1.03974 511.639
chr6 1.61E+08 rs783144 ENSG00000LPA -33949 4789 1.05228 357.17
chr6 1.27E+08 rs9968805 ENSG00000AL096711.1 10426 2670 1.0648 134.11
chr6 3200195 rs73349426ENSG00000LINC02525 -4440 5464 1.04521 601.211
chr6 32255414 rs9469094 ENSG00000HNRNPA1P -69806 11094 1.09711 274.692
chr6 73313876 rs56159527ENSG00000RPSAP41 23472 4466 1.04287 236.775
chr7 95767741 rs79448572ENSG00000DYNC1I1 -4766 3536 1.06581 238.678
chr7 33638727 rs4418250 ENSG00000AC008080. -87255 4232 1.0299 280.291
chr7 97934695 rs9801412 ENSG00000AC079781. 4098 4102 1.06389 283.042
chr7 64861984 rs4718146 ENSG00000AC092685. -493951 3148 1.05068 68.5545
chr7 1.42E+08 rs2234001 ENSG00000OR9N1P -132444 2767 1.06024 200.423
chr7 1.42E+08 rs12703410ENSG00000OR9A4 -85684 2758 1.03428 206.103
chr7 1.31E+08 rs55640724ENSG00000AC008264. 231765 4165 1.05134 468.828
chr8 1.42E+08 rs73713485ENSG00000TSNARE1 610030 5417 1.0716 426.84
chr8 53887100 rs11993779ENSG00000TCEA1 135428 4637 1.05865 239.562
chr8 1.01E+08 rs2555213 ENSG00000GAPDHP62 259 3358 1.03405 337.308
chr8 20350272 rs4922160 ENSG00000AC023403. 61 5826 1.05466 512.152
chr8 49876068 rs74540908ENSG00000AC113145. -55125 4548 1.06953 104.462
chr8 1.43E+08 rs78856028ENSG00000MINCR 59906 4359 1.05326 289.864
chr8 1.09E+08 rs2980638 ENSG00000AC104248. -263383 4036 1.06702 137.224
chr8 70842803 rs1156956 ENSG00000AC022858. -312655 4594 1.068 335.774
chr8 8638567 rs11250215ENSG00000AC022784. -502858 6304 1.05409 305.541
chr8 74461074 rs10100113ENSG00000MIR2052HG -138702 3974 1.02676 254.194
chr8 10945292 rs4551305 ENSG00000AC034111. -891039 6563 1.07508 322.666
chr9 480701 rs10974745ENSG00000KANK1 10409 4848 1.06163 445.703
chr9 1.05E+08 rs10991418ENSG00000ABCA1 1747 5124 1.03981 297.172
chr9 1.26E+08 rs10987080ENSG00000GAPVD1 724327 2668 1.05494 184.31
chr9 97311085 rs750674 ENSG00000ZNF322P1 -111575 3327 1.07341 190.502
chr9 70952629 rs2992999 ENSG00000MAMDC2-A -776742 4664 1.05323 259.068
chr9 15035686 rs12337289ENSG00000LDHAP4 -113353 4993 1.05046 575.622
chr9 87527468 rs11793890ENSG00000AL161787.1 2165 4851 1.05067 375.864
chr9 23749867 rs16923651ENSG00000AL365204.1 -79804 3737 1.04504 349.968
chr9 37884240 rs2005084 ENSG00000AL138752.1 48195 4186 1.04321 406.729
chr9 3546252 rs9792451 ENSG00000AL354977.2 -101084 5318 1.03355 664.475
chr9 98697515 rs337549 ENSG00000AL445531.1 954306 4055 1.0601 269.26
chr10 89427876 rs304412 ENSG00000LIPA -13320 4496 1.03694 340.029
chr10 91548925 rs11320747ENSG00000TNKS2 -249388 3620 1.05392 183.408
chr10 26348123 rs2050438 ENSG00000ACBD5 894006 5391 1.04942 308.288
chr10 1.33E+08 rs11812172ENSG00000ADAM8 -100912 3144 1.07109 282.584
chr10 51697364 rs11601 ENSG00000CSTF2T 2226 4570 1.03593 382.903
chr10 97421251 rs11189214ENSG00000Y_RNA 55 3781 1.06849 401.505
chr10 48181715 rs72792220ENSG00000AGAP9 -631966 1132 1.06404 115.689
chr10 68625923 rs12259612ENSG00000COX20P1 -6449 4623 1.06549 299.351
chr10 80094013 rs61545595ENSG00000MBL3P -509137 4591 1.05036 376.468
chr10 78703084 rs157994 ENSG00000AC016820. -6063 4262 1.0189 444.781
chr10 51496396 rs7083586 ENSG00000BEND3P1 840428 3403 1.06923 221.977
chr10 48268199 rs55729168ENSG00000BMS1P2 -716246 1252 1.04133 120.497
chr11 5890112 rs1349771 ENSG00000UBQLN3 -380128 7018 1.05562 562.741
chr11 11742571 rs4910414 ENSG00000TEAD1 -932021 5200 1.06688 502.652
chr11 5247910 rs6578592 ENSG00000HBG1 1981 7023 1.02816 535.082
chr11 1956322 rs12812 ENSG00000MRPL23 9043 5262 1.06469 562.674
chr11 62433189 rs7944436 ENSG00000HNRNPUL2 294159 3562 1.04658 268.16
chr11 5894579 rs1453438 ENSG00000OLFM5P -369625 6966 1.06533 518.002
chr11 5831490 rs4445666 ENSG00000HNRNPA1P -259299 6785 1.06006 551.078
chr11 1.17E+08 rs7101763 ENSG00000AP000936.3 -35219 4966 1.03961 551.568
chr11 61576553 rs11820517ENSG00000RCC2P6 -794594 3485 1.06348 272.227
chr11 63146720 rs11231383ENSG00000SNHG1 -290807 3505 1.05219 249.444
chr12 80732519 rs12372275ENSG00000MYF6 25020 3577 1.06383 175.604
chr12 128020 rs59167237ENSG00000SLC6A12 86549 2458 1.06244 270.233
chr12 56467674 rs7302925 ENSG00000CDK2 500904 3115 1.05425 173.39
chr12 49154407 rs2162644 ENSG00000TUBA1A 34916 3283 1.03973 193.41
chr12 55545306 rs1955100 ENSG00000PHC1P1 -130520 3611 1.06887 225.561
chr12 1.12E+08 rs7962814 ENSG00000ADAM1B -55252 2123 1.05778 100.367
chr12 9656466 rs7302110 ENSG00000GOT2P3 14742 4872 1.07937 312.446
chr12 11001562 rs12320640ENSG00000TAS2R30 133081 4846 1.02557 389.983
chr12 70387250 rs11611402ENSG00000AC078922. -440170 5058 1.04379 352.114
chr12 70394146 rs79066689ENSG00000LINC01481 -172285 4858 1.07625 293.388
chr12 87133997 rs35223343ENSG00000MKRN9P 650570 3425 1.04552 109.957
chr12 89441951 rs10858854ENSG00000POC1B-AS1 -83704 2669 1.0591 180.46
chr12 46358580 rs74659601ENSG00000AC008035. -178923 3973 1.03917 292.776
chr13 52740143 rs3759509 ENSG00000CNMD -332 3206 1.06849 221.26
chr13 47898710 rs7993360 ENSG00000MED4 196420 4209 1.0844 228.666
chr13 78664934 rs75256864ENSG00000POU4F1 -61375 4025 1.04315 240.792
chr13 24316879 rs1961993 ENSG00000AMER2 855408 5334 1.07101 464.54
chr14 92059127 rs8022758 ENSG00000ATXN3 47493 5051 1.05674 495.386
chr14 24932179 rs55774462ENSG00000REC8 760325 4581 1.0548 456.521
chr14 74224927 rs7158381 ENSG00000ACYP1 844555 3412 1.06164 282.529
chr14 73149020 rs8018725 ENSG00000ZNF410 -737598 4323 1.063 183.323
chr14 70579708 rs1112478 ENSG00000ADAM20 -44694 4218 1.04417 291.401
chr14 88469581 rs2297129 ENSG00000Y_RNA -370585 4638 1.05665 382.528
chr14 40119765 rs11628894ENSG00000AL352977.2 -267794 5559 1.10133 154.467
chr14 1E+08 rs8009018 ENSG00000AL133523.1 47734 3896 1.05923 445.077
chr15 64815605 rs74935506ENSG00000DAPK2 -743573 3614 1.08285 197.48
chr15 32641892 rs11635997ENSG00000SCG5 215 3895 1.04125 415.848
chr15 34000179 rs532720 ENSG00000AC010809. -135355 5246 1.04333 605.066
chr15 50968678 rs11635102ENSG00000DCAF13P3 24014 4194 1.06507 169.423
chr15 39594229 rs61432611ENSG00000AC022196. -74376 4579 1.05847 412.874
chr15 50356142 rs504781 ENSG00000AHCYP7 -61244 4267 1.07326 185.228
chr15 43236416 rs3784267 ENSG00000AC068724. -51276 2084 1.02882 63.2637
chr16 20214121 rs9935840 ENSG00000GDE1 -691977 4111 1.04775 323.448
chr16 70594140 rs8047409 ENSG00000DDX19A 294915 2646 1.08452 122.481
chr16 15157749 rs2175238 ENSG00000NPIPA3 448804 2401 1.06164 208.925
chr16 10946769 rs12922318ENSG00000RPL7P46 -80256 6393 1.06328 579.31
chr16 51798845 rs60514296ENSG00000LINC01571 36325 4078 1.05422 446.72
chr16 11195285 rs1990572 ENSG00000AC009121. 149925 5752 1.04585 541.42
chr17 80589351 rs60288601ENSG00000EIF4A3 -442169 5300 1.04718 648.133
chr17 19287629 rs3785787 ENSG00000GRAPL 160159 2162 1.02156 118.513
chr17 30576813 rs216410 ENSG00000AC005562. 348 2518 1.04461 107.754
chr17 14032624 rs9912591 ENSG00000AC005304. -92031 6366 1.05005 804.176
chr17 16668190 rs8075374 ENSG00000AC005822. -50310 3397 1.05292 263.593
chr17 58971299 rs9898916 ENSG00000AC100832. 73522 2484 1.05355 151.416
chr17 30574133 rs11080128ENSG00000SH3GL1P2 -50281 2619 1.06448 139.816
chr17 45825175 rs4327090 ENSG00000AC138645. -678772 4132 1.0622 128.452
chr18 39828717 rs1513691 ENSG00000RPL7AP66 -493046 3717 1.08047 203.21
chr18 35640254 rs12327289ENSG00000AC090220. 44352 3609 1.06549 262.137
chr18 47852240 rs1792653 ENSG00000MTCO2P2 1216 4043 1.041 434.089
chr19 36322182 rs2972632 ENSG00000ZFP82 96473 3574 1.04076 230.519
chr19 57092391 rs11181301ENSG00000ZNF17 -318773 4851 1.08112 436.656
chr19 54432870 rs28604409ENSG00000LENG8-AS1 16174 4432 1.03291 707.476
chr19 23141764 rs7251906 ENSG00000AC124856. 16098 4985 1.02173 147.737
chr19 22063550 rs4932951 ENSG00000MTDHP4 354027 6215 1.08136 157.245
chr19 57851553 rs77458900ENSG00000ZNF587B 31811 4066 1.06347 296.242
chr20 32026700 rs6061109 ENSG00000ASXL1 -331645 3239 1.05562 186.581
chr21 43417671 rs430552 ENSG00000SIK1 9456 5020 1.06259 463.494
chr21 45284264 rs59081765ENSG00000MCM3AP 1002032 4005 1.06212 257.556
chr21 39101271 rs724732 ENSG00000LINC00114 -353812 4955 1.04043 511.632
chr21 41111102 rs56767850ENSG00000LINC00323 37030 5930 1.03839 872.938
chr22 19144867 rs1936950 ENSG00000HIRA 302582 3452 1.05629 337.326
true_df pval_true_ minor_alle minor_alle maf pval_nominslope slope_se pval_perm
84.1406 3.75E-06 15 16 0.066667 4.55E-07 0.566137 0.104885 0.001
81.3086 2.13E-05 24 26 0.108333 2.4E-06 0.369258 0.073776 0.0007
84.0039 1.07E-07 71 82 0.341667 6.62E-09 -0.65628 0.103475 1E-04
82.0117 5.99E-06 79 100 0.416667 5.69E-07 -0.56532 0.10575 0.0009
86.2109 3.84E-06 43 52 0.216667 6.43E-07 -0.53671 0.100935 0.0012
82.4414 1.14E-05 28 36 0.15 1.33E-06 -0.65875 0.128006 0.0004
82.1875 2.04E-06 66 81 0.3375 1.59E-07 -0.50937 0.090336 0.0003
82.832 5.58E-06 77 93 0.3875 5.95E-07 0.597809 0.112047 0.0011
83.2031 1.25E-07 61 68 0.283333 6.73E-09 0.331495 0.052298 1E-04
81.5625 6.27E-06 83 114 0.475 5.61E-07 -0.35755 0.066838 0.0009
82.1289 1.29E-06 77 93 0.3875 9.08E-08 0.660405 0.11454 0.0002
81.1914 7.62E-06 78 93 0.3875 6.7E-07 0.389496 0.073383 0.0005
92.2656 9.9E-05 86 108 0.45 5.04E-05 -0.27494 0.064883 0.0018
84.082 6.22E-06 93 117 0.4875 8.22E-07 -0.52024 0.098906 0.0008
78.7695 4.24E-05 76 100 0.416667 3.92E-06 0.269981 0.055256 0.0019
84.0234 1.11E-05 15 15 0.0625 1.62E-06 0.560382 0.109894 0.0021
84.0625 8.31E-06 25 28 0.116667 1.15E-06 0.573963 0.110807 0.0015
81.0938 2.8E-06 76 105 0.4375 1.94E-07 0.44313 0.079212 0.0003
84.3555 1.48E-05 26 28 0.116667 2.37E-06 0.891479 0.178023 0.0008
83.7109 1.29E-05 38 45 0.1875 1.84E-06 -0.70316 0.138716 0.0015
80.0586 1.51E-08 35 38 0.158333 2.44E-10 0.942419 0.133834 1E-04
82.8711 1.1E-06 13 13 0.054167 8.51E-08 1.34277 0.232307 0.0003
83.6523 1.29E-05 60 75 0.3125 1.82E-06 0.366062 0.072186 0.0023
83.2031 3.71E-06 65 86 0.358333 3.87E-07 0.323105 0.059448 0.0006
83.0859 1.32E-05 13 13 0.054167 1.74E-06 -1.02011 0.200705 0.0016
82.0508 2.06E-05 77 97 0.404167 2.55E-06 0.540142 0.108238 0.002
86.2695 2.23E-11 78 101 0.420833 5.78E-13 -0.67159 0.081151 1E-04
81.6406 5.63E-06 26 28 0.116667 4.98E-07 0.900284 0.167433 0.0002
81.0938 1.91E-05 44 50 0.208333 2.03E-06 0.710348 0.140793 0.0016
85.332 6.13E-06 13 13 0.054167 9.72E-07 -1.0826 0.207378 0.0035
86.3086 9.08E-07 53 61 0.254167 1.24E-07 0.400278 0.070275 0.0004
82.832 1.05E-05 18 22 0.091667 1.27E-06 -0.6621 0.128369 0.0014
83.125 7.78E-08 10 13 0.054167 3.74E-09 -0.94899 0.146787 1E-04
87.4805 2.81E-06 82 108 0.45 5.44E-07 0.486881 0.090897 0.0013
83.6523 1.4E-06 36 40 0.166667 1.31E-07 -0.84505 0.148692 0.0003
79.7461 2.38E-05 23 24 0.1 2.19E-06 0.515371 0.102513 0.0015
84.7266 5.07E-07 73 92 0.383333 4.76E-08 0.664328 0.112404 0.0002
80.2734 1.28E-06 79 98 0.408333 6.35E-08 0.675675 0.11558 0.0004
83.6523 1.59E-05 78 105 0.4375 2.35E-06 -0.44293 0.088401 0.0022
84.6875 2.79E-06 47 51 0.2125 3.51E-07 0.522317 0.095698 0.0004
81.1914 1.42E-05 66 86 0.358333 1.44E-06 0.675603 0.131748 0.0007
86.4062 4.17E-06 74 99 0.4125 7.29E-07 -0.55703 0.105341 0.0012
85.957 6.77E-09 74 99 0.4125 3.99E-10 -0.49448 0.071259 1E-04
85.8789 2.81E-06 36 38 0.158333 4.27E-07 -0.45131 0.08338 0.0012
85.6836 5.47E-06 27 29 0.120833 8.96E-07 -0.51904 0.099061 0.0016
86.0547 6.28E-06 73 95 0.395833 1.11E-06 0.54931 0.105862 0.0014
82.9102 2.08E-06 78 105 0.4375 1.84E-07 -0.48904 0.087243 1E-04
81.6211 4.4E-06 38 41 0.170833 3.67E-07 -0.67463 0.123845 0.0004
83.2422 9.3E-06 39 44 0.183333 1.17E-06 -0.42917 0.082896 0.0012
85.293 7.56E-06 12 13 0.054167 1.23E-06 -0.90392 0.175042 0.0021
78.9648 6.36E-06 13 14 0.058333 3.71E-07 -1.32135 0.242663 1E-04
82.5586 8.13E-06 25 26 0.108333 8.97E-07 -0.49416 0.094317 0.0019
84.6094 2.16E-06 88 117 0.4875 2.56E-07 0.289454 0.052341 0.0005
81.1914 1.73E-05 15 15 0.0625 1.83E-06 -0.5566 0.109768 0.0014
86.3086 1.25E-07 78 94 0.391667 1.25E-08 -0.53449 0.086158 1E-04
84.3164 7.52E-06 44 49 0.204167 1.06E-06 -0.38941 0.074902 0.0014
82.6172 8.64E-06 87 110 0.458333 9.74E-07 -0.52723 0.101001 0.0009
87.0117 5.05E-06 12 12 0.05 9.92E-07 -1.22584 0.235037 0.002
76.0742 1.48E-05 12 12 0.05 6.7E-07 1.41755 0.267071 0.0013
83.457 9.71E-06 23 26 0.108333 1.27E-06 -0.7771 0.150684 0.0009
82.2266 8.11E-06 23 24 0.1 8.5E-07 -0.55479 0.105635 0.001
83.3984 3.12E-09 68 90 0.375 8.5E-11 0.639566 0.088085 1E-04
83.9648 1.79E-06 23 25 0.104167 1.85E-07 0.66836 0.119252 0.0004
77.2852 2.36E-05 87 106 0.441667 1.49E-06 -0.38308 0.074838 0.0008
83.3008 4.65E-08 85 116 0.483333 2.1E-09 0.588682 0.089353 1E-04
84.6289 6.64E-08 80 109 0.454167 4.28E-09 0.527859 0.082012 1E-04
86.6406 1.81E-06 23 24 0.1 2.89E-07 0.952923 0.173177 0.0006
83.9453 6.06E-06 28 31 0.129167 7.8E-07 0.443976 0.084212 0.0009
82.9492 1.19E-05 14 16 0.066667 1.5E-06 -0.58898 0.115077 0.0016
86.7773 6.62E-09 67 81 0.3375 4.7E-10 0.808047 0.117023 1E-04
83.9258 1.22E-07 15 16 0.066667 7.55E-09 -1.28979 0.204276 0.0002
77.3047 8.24E-06 89 116 0.483333 3.87E-07 0.518551 0.095407 0.0002
83.5156 3.87E-06 28 30 0.125 4.28E-07 0.686743 0.126888 0.0007
80.1953 4.24E-08 76 95 0.395833 9.14E-10 0.651693 0.096333 1E-04
84.7656 3.13E-09 80 111 0.4625 1.21E-10 -0.55474 0.077184 1E-04
80.0586 3.46E-06 39 44 0.183333 2.1E-07 0.694767 0.124594 0.0006
84.668 2.35E-07 71 85 0.354167 1.91E-08 0.609619 0.099743 1E-04
78.3984 1.33E-05 55 69 0.2875 8.54E-07 0.632113 0.120383 0.002
82.168 1.12E-06 87 120 0.5 7.67E-08 0.51498 0.088734 0.0003
83.3398 5.18E-06 27 30 0.125 5.9E-07 -0.83184 0.155848 0.0012
82.3047 1.13E-05 84 113 0.470833 1.29E-06 0.476608 0.092479 0.001
81.7188 1.22E-09 75 88 0.366667 1.74E-11 0.683256 0.090057 1E-04
82.4023 8.81E-06 46 58 0.241667 9.65E-07 -0.35037 0.067093 0.0009
85.6641 2.11E-08 79 99 0.4125 1.4E-09 0.549164 0.082274 1E-04
83.9453 4.76E-08 56 65 0.270833 2.49E-09 -0.66967 0.102203 1E-04
83.0859 6.68E-06 24 26 0.108333 7.68E-07 0.845423 0.160248 0.0014
85.1172 1.45E-13 38 44 0.183333 1.1E-15 0.756725 0.079467 1E-04
86.0547 2.66E-07 24 26 0.108333 2.86E-08 -1.01711 0.168871 1E-04
82.0508 6.65E-06 46 57 0.2375 6.5E-07 0.382483 0.071966 0.0014
85.5664 1.76E-06 40 46 0.191667 2.35E-07 0.457404 0.082416 0.0003
82.0117 1.43E-05 14 16 0.066667 1.63E-06 0.77122 0.151307 0.0012
84.375 7.79E-06 11 12 0.05 1.12E-06 -0.741 0.142856 0.001
83.5352 6.67E-06 12 13 0.054167 8.21E-07 -1.05084 0.199775 0.001
86.0547 1.62E-06 61 74 0.308333 2.31E-07 0.290207 0.052253 0.001
86.9531 5.82E-08 66 78 0.325 5.91E-09 0.684125 0.107456 1E-04
82.6367 3.71E-08 40 44 0.183333 1.38E-09 0.717525 0.107447 1E-04
84.1992 4.1E-10 79 102 0.425 9.45E-12 0.694048 0.090008 1E-04
84.5117 1.92E-06 24 27 0.1125 2.2E-07 0.843367 0.15155 0.0006
85.957 7.57E-08 83 100 0.416667 6.55E-09 -0.5347 0.084277 1E-04
82.0703 4.76E-06 15 16 0.066667 4.36E-07 0.921342 0.170367 0.0004
82.2266 3.93E-06 18 18 0.075 3.54E-07 -0.87923 0.161159 0.0002
85.7031 4.83E-08 75 91 0.379167 3.69E-09 -0.62983 0.097378 0.0002
84.5703 3.64E-06 34 38 0.158333 4.71E-07 -0.6258 0.116106 0.0017
86.0156 8.4E-27 46 53 0.220833 6.54E-31 1.32549 0.078817 1E-04
84.9023 2.99E-12 26 27 0.1125 3.55E-14 0.875177 0.099075 1E-04
83.8086 6.07E-06 73 89 0.370833 7.65E-07 0.390574 0.07402 0.0009
84.1406 3.22E-06 80 101 0.420833 3.8E-07 -0.58654 0.107831 0.0003
85.332 3.59E-06 68 81 0.3375 5.21E-07 -0.63949 0.119166 0.0007
85.9766 4.4E-09 56 67 0.279167 2.43E-10 0.803883 0.114145 1E-04
84.7656 8.21E-06 13 13 0.054167 1.26E-06 0.902743 0.174985 0.0021
83.418 2E-06 65 72 0.3 1.91E-07 0.309666 0.055329 0.0002
81.6602 2.68E-06 37 42 0.175 2.02E-07 0.547364 0.098021 0.0003
84.5508 9.92E-06 18 20 0.083333 1.52E-06 0.769391 0.150457 0.0011
82.7148 1.69E-05 53 61 0.254167 2.22E-06 0.270702 0.053881 0.0018
83.3203 2.56E-06 79 103 0.429167 2.54E-07 0.266159 0.048108 1E-04
83.2617 6.23E-06 15 20 0.083333 7.26E-07 0.805414 0.15228 0.0011
81.2305 3.82E-06 24 29 0.120833 2.9E-07 -0.82731 0.150367 0.0002
81.7578 3.52E-13 17 17 0.070833 8.43E-16 -1.93059 0.201611 1E-04
85.8008 5.53E-08 56 66 0.275 4.41E-09 0.47129 0.073297 1E-04
83.3984 1.1E-08 25 27 0.1125 3.84E-10 -0.73602 0.10594 1E-04
82.8906 2.75E-07 25 27 0.1125 1.62E-08 -0.66876 0.10879 1E-04
82.2852 2.49E-05 22 23 0.095833 3.32E-06 0.743924 0.150995 0.0018
82.7539 8.83E-06 41 47 0.195833 1.02E-06 -0.44926 0.086247 0.0006
85.3125 5.48E-06 16 16 0.066667 8.51E-07 0.743839 0.141635 0.0008
82.3047 3.04E-12 68 81 0.3375 1.43E-14 -0.84513 0.093759 1E-04
80.5078 8.19E-06 67 83 0.345833 6.57E-07 0.352082 0.066274 0.0011
83.3594 1.47E-06 14 14 0.058333 1.32E-07 1.23964 0.218185 0.0003
85.1172 5.14E-06 46 53 0.220833 7.66E-07 -0.31709 0.060096 0.0012
85.7617 1.95E-06 41 48 0.2 2.74E-07 0.532285 0.096514 0.0005
86.2695 1.97E-06 40 43 0.179167 3E-07 0.539208 0.098144 0.0003
84.7656 1.2E-05 15 16 0.066667 1.97E-06 0.972502 0.192504 0.0019
80.1367 1.62E-05 25 28 0.116667 1.44E-06 -0.65604 0.127944 0.0014
84.2383 1.12E-08 43 54 0.225 4.77E-10 0.427524 0.061944 1E-04
85.0781 8.92E-06 75 93 0.3875 1.45E-06 0.352085 0.068694 0.0014
77.9102 3.5E-06 66 80 0.333333 1.44E-07 0.589775 0.104181 0.0003
85.2539 2.89E-08 53 60 0.25 1.84E-09 0.637458 0.096346 1E-04
79.9414 6.94E-06 59 72 0.3 4.88E-07 -0.35025 0.065081 0.0006
85.4102 2.02E-12 89 120 0.5 2.67E-14 -0.56867 0.063969 1E-04
86.6992 2.31E-07 63 72 0.3 2.74E-08 -0.63046 0.104509 0.0002
79.8438 9.08E-06 76 96 0.4 6.7E-07 0.608802 0.114702 0.0007
84.1797 3.11E-07 15 16 0.066667 2.42E-08 1.39369 0.229987 0.0002
79.2578 1.83E-22 71 92 0.383333 6.03E-28 -1.0583 0.069163 1E-04
79.5117 1.52E-07 31 33 0.1375 3.81E-09 0.860092 0.13312 1E-04
85.0586 1.13E-05 29 29 0.120833 1.91E-06 0.534076 0.105538 0.0024
79.5312 3.4E-05 83 115 0.479167 3.3E-06 0.361613 0.073384 0.0016
82.1094 2.33E-10 56 64 0.266667 2.6E-12 -0.94953 0.119093 1E-04
84.5898 1.27E-06 60 74 0.308333 1.37E-07 -0.55552 0.097913 0.0002
87.1289 1.17E-06 12 12 0.05 1.9E-07 -1.2338 0.220372 0.0005
85.4102 4.36E-06 36 39 0.1625 6.61E-07 -0.43359 0.081638 0.0013
86.6406 3.87E-06 69 83 0.345833 6.93E-07 -0.27379 0.051658 0.001
82.5781 4.19E-07 21 22 0.091667 2.53E-08 0.816633 0.134978 1E-04
80.0586 1.45E-05 42 47 0.195833 1.24E-06 0.713997 0.138309 0.0012
88.3984 1.9E-06 36 40 0.166667 4.02E-07 -0.71829 0.132362 0.0007
84.2188 1.17E-05 25 25 0.104167 1.77E-06 -1.1023 0.217093 0.0016
82.4805 3.43E-06 72 86 0.358333 3.14E-07 0.431269 0.078643 1E-04
81.8555 1.91E-10 68 81 0.3375 1.89E-12 0.882939 0.109851 1E-04
81.0547 1.33E-14 32 35 0.145833 1.12E-17 -0.75053 0.071944 1E-04
81.3281 1.39E-05 55 61 0.254167 1.42E-06 0.516257 0.100631 0.0011
83.6719 3.2E-06 23 25 0.104167 3.5E-07 -0.52686 0.096519 0.0005
85.6836 3.26E-34 80 103 0.429167 1.14E-39 1.16866 0.053768 1E-04
84.5508 6.67E-07 85 117 0.4875 6.37E-08 0.399965 0.068427 0.0002
84.5508 9.35E-06 47 59 0.245833 1.42E-06 -0.39905 0.077784 0.0024
88.6523 9.1E-08 46 53 0.220833 1.37E-08 0.583302 0.094314 1E-04
81.6797 5.55E-09 77 102 0.425 1.09E-10 -0.53737 0.074534 1E-04
79.2188 2.76E-05 27 30 0.125 2.44E-06 0.422734 0.084523 0.0017
82.3633 4.24E-06 20 21 0.0875 3.97E-07 -0.61449 0.113172 0.0003
81.1523 2.69E-06 34 36 0.15 1.86E-07 -0.42845 0.07647 0.0002
84.1406 8.59E-09 58 70 0.291667 3.42E-10 0.618027 0.088652 1E-04
82.0508 6.13E-06 13 13 0.054167 5.89E-07 -0.82477 0.154517 0.0003
86.3867 3.95E-06 22 25 0.104167 6.82E-07 -0.78631 0.148262 0.0009
88.5742 1.03E-06 38 41 0.170833 2.06E-07 -0.50551 0.090594 0.0008














































































































































































Table S7: Enrichment of fetal brain eTranscript cis-eQTL within significant GWAS SNPs
Trait GWAS_p_theOR Pvalue Beta BetaSE
Attention Deficit Hyperactivity Disorder 0.00005 2.747982 0.092772 1.010867 0.601365
Attention Deficit Hyperactivity Disorder 0.000005 9.229268 0.000514 2.22238 0.639878
Attention Deficit Hyperactivity Disorder 0.0000005 15.92951 0.000705 2.768174 0.817101
Attention Deficit Hyperactivity Disorder 0.00000005 25.17064 0.007452 3.225678 1.205441
Anorexia nervosa 0.00005 0.98628 -12.164 707.3484
Anorexia nervosa 0.000005 0.999265 -16.3818 17781.44
Anorexia nervosa 0.0000005 1 4.52E-15 25446.59
Anorexia nervosa 0.00000005 1 4.52E-15 25446.59
Autism 0.00005 4.350451 0.044835 1.470279 0.73287
Autism 0.000005 11.4193 0.027619 2.435305 1.105622
Autism 0.0000005 0.999185 -15.7138 15386.46
Autism 0.00000005 1 -1.8E-13 24325.7
Body Mass Index 0.00005 2.068388 0.121878 0.72677 0.469811
Body Mass Index 0.000005 3.330477 0.012212 1.203116 0.480102
Body Mass Index 0.0000005 3.09405 0.064427 1.129481 0.61079
Body Mass Index 0.00000005 3.09405 0.064427 1.129481 0.61079
Bipolar Disorder 0.00005 5.279994 4.31E-05 1.663925 0.406788
Bipolar Disorder 0.000005 9.168278 6.08E-05 2.215749 0.552612
Bipolar Disorder 0.0000005 11.35595 0.000262 2.429742 0.665623
Bipolar Disorder 0.00000005 0.999285 -19.0832 21301.32
Coronary Artery Disease 0.00005 2.403834 0.160555 0.877065 0.625043
Coronary Artery Disease 0.000005 1.954198 0.526117 0.66998 1.056843
Coronary Artery Disease 0.0000005 0.997846 -16.9572 6282.194
Coronary Artery Disease 0.00000005 0.999368 -18.4548 23295.17
Height 0.00005 2.493369 0.022989 0.913635 0.401842
Height 0.000005 3.056213 0.019069 1.117176 0.476573
Height 0.0000005 2.746781 0.096185 1.01043 0.607362
Height 0.00000005 4.155184 0.022132 1.424357 0.622508
Inflammatory Bowel Disease 0.00005 5.210655 0.000123 1.650706 0.429965
Inflammatory Bowel Disease 0.000005 8.267061 1.09E-05 2.112279 0.480145
Inflammatory Bowel Disease 0.0000005 7.299133 0.001299 1.987756 0.618054
Inflammatory Bowel Disease 0.00000005 6.690674 0.011282 1.900715 0.750131
Major Depressive Disorder 0.00005 0.964799 -11.4759 260.0307
Major Depressive Disorder 0.000005 0.998962 -17.7284 13625.64
Major Depressive Disorder 0.0000005 0.999289 -16.1609 18133.15
Major Depressive Disorder 0.00000005 0.999133 -15.7149 14455.22
Neuroticism 0.00005 2.032498 0.329591 0.709266 0.727498
Neuroticism 0.000005 2.538891 0.36858 0.931728 1.036247
Neuroticism 0.0000005 0.999248 -18.7283 19859.53
Neuroticism 0.00000005 0.999182 -17.7854 17351.78
Schizophrenia 0.00005 3.750019 4.79E-06 1.321761 0.288997
Schizophrenia 0.000005 3.383626 0.002302 1.218948 0.399882
Schizophrenia 0.0000005 4.153386 0.002728 1.423924 0.475147
Schizophrenia 0.00000005 2.444186 0.222662 0.893712 0.732863
Type 2 Diabetes 0.00005 0.985716 -13.1084 732.1816
Type 2 Diabetes 0.000005 0.998809 -18.6474 12490.35
Type 2 Diabetes 0.0000005 0.999229 -18.7924 19442.39


















































Table S8: SMR results for gene-level eQTLs
Trait ENSEMBL_ SYMBOL ChromosomtopSNP b_GWAS se_GWAS p_GWAS b_eQTL
Schizophre ENSG00000HIST1H4L 6 rs200995 0.179317 0.015641 1.97E-30 0.430388
Schizophre ENSG00000AC243562. 15 rs4338765 0.058552 0.010858 7.1E-08 -1.30043
Schizophre ENSG00000LINC01068 13 rs2760102 0.051833 0.009675 8.65E-08 -1.16051
Schizophre ENSG00000CSPG4P11 15 rs6603022 -0.06343 0.010858 5.17E-09 -0.62095
Schizophre ENSG00000TYW5 2 rs281776 0.095583 0.011853 7.26E-16 -0.5772
Schizophre ENSG00000ABCB9 12 rs1790106 0.06934 0.010322 1.85E-11 -0.42394
Bipolar DisoENSG00000LRRC57 15 rs4924687 -0.1127 0.0231 1.08E-06 -0.99396
NeuroticismENSG00000LRRC37A 17 rs11141517 -0.05602 0.005526 3.81E-24 -1.44297
NeuroticismENSG00000KANSL1 17 rs62057151 -0.05506 0.005528 2.3E-23 -1.17222
NeuroticismENSG00000KANSL1-AS 17 rs62057151 -0.05506 0.005528 2.3E-23 -1.30317
NeuroticismENSG00000RN7SL199P 17 rs11341406 -0.0559 0.005526 4.76E-24 -0.93574
NeuroticismENSG00000AL583839.1 9 rs7020459 -0.03031 0.00566 8.56E-08 -1.10813
NeuroticismENSG00000AC022784. 8 rs11250215 -0.04068 0.005555 2.42E-13 0.694767
NeuroticismENSG00000AF131216.4 8 rs2016285 -0.03945 0.005588 1.66E-12 -0.55042
Anorexia neENSG00000RPS26 12 rs1131017 0.154102 0.0297 2.13E-07 0.993056
se_eQTL p_eQTL b_SMR se_SMR p_SMR p_HEIDI nsnp_HEIDI
0.076462 1.81E-08 0.41664 0.08246 4.36E-07 0.126247 19
0.118459 4.88E-28 -0.04503 0.009303 1.3E-06 0.129153 19
0.117721 6.32E-23 -0.04466 0.009488 2.51E-06 0.208688 19
0.087782 1.51E-12 0.102149 0.022678 6.66E-06 0.203109 19
0.11272 3.05E-07 -0.1656 0.038309 1.54E-05 0.07224 19
0.077147 3.9E-08 -0.16356 0.038455 2.11E-05 0.145003 19
0.12393 1.05E-15 0.113389 0.027203 3.07E-05 0.987378 19
0.139585 4.76E-25 0.038823 0.005364 4.56E-13 0.05678 19
0.122676 1.23E-21 0.046966 0.006811 5.38E-12 0.130524 19
0.148174 1.43E-18 0.042247 0.006408 4.32E-11 0.214354 19
0.11824 2.49E-15 0.059734 0.009583 4.58E-10 0.059126 19
0.138518 1.24E-15 0.027352 0.006146 8.58E-06 0.166062 19
0.133182 1.82E-07 -0.05855 0.013781 2.15E-05 0.350621 19
0.104739 1.48E-07 0.07168 0.017003 2.49E-05 0.16461 19
0.08725 5.16E-30 0.15518 0.032869 2.34E-06 0.855123 19
Table S9: SMR results for transcript-level eQTLs
Trait ENSEMBL_ SYMBOL ENSEMBL_ ChromosomtopSNP b_GWAS se_GWAS p_GWAS
Major DeprENSG00000RPL31P12 ENST00000 1 rs2815765 -0.0468 0.0085 3.49E-08
Schizophre ENSG00000C4A ENST00000 6 rs9267544 0.184985 0.016049 9.58E-31
Schizophre ENSG00000HIST1H4L ENST00000 6 rs200995 0.179317 0.015641 1.97E-30
Schizophre ENSG00000GNL3 ENST00000 3 rs13081155 0.058929 0.009509 5.71E-10
Schizophre ENSG00000KLC1 ENST00000 14 rs3212090 -0.07286 0.010082 4.95E-13
Schizophre ENSG00000FLOT1 ENST00000 6 rs1264347 0.186728 0.016696 5E-29
Schizophre ENSG00000ARL6IP4 ENST00000 12 rs61955196 0.068593 0.01034 3.32E-11
Schizophre ENSG00000FLOT1 ENST00000 6 rs3132600 0.197374 0.017661 5.49E-29
Schizophre ENSG00000AC243562. ENST00000 15 rs4338765 0.058552 0.010858 7.1E-08
Schizophre ENSG00000MSANTD2 ENST00000 11 rs7939412 0.075293 0.013513 2.56E-08
Schizophre ENSG00000PSMA4 ENST00000 15 rs7164594 0.066349 0.011395 5.8E-09
Schizophre ENSG00000LINC01068 ENST00000 13 rs1212082 0.051928 0.009656 7.55E-08
Schizophre ENSG00000ABCB9 ENST00000 12 rs1727295 0.069806 0.010488 2.82E-11
Schizophre ENSG00000LINC01068 ENST00000 13 rs2760102 0.051833 0.009675 8.65E-08
Bipolar DisoENSG00000GNL3 ENST00000 3 rs13081155 0.074003 0.0134 3.29E-08
NeuroticismENSG00000LRRC37A2 ENST00000 17 rs74998289 -0.05531 0.005525 1.38E-23
NeuroticismENSG00000KANSL1 ENST00000 17 rs62057151 -0.05506 0.005528 2.3E-23
NeuroticismENSG00000LRRC37A2 ENST00000 17 rs11379091 -0.05615 0.005528 3.11E-24
NeuroticismENSG00000KANSL1 ENST00000 17 rs62057151 -0.05506 0.005528 2.3E-23
NeuroticismENSG00000LRRC37A ENST00000 17 rs11341406 -0.0559 0.005526 4.76E-24
NeuroticismENSG00000MAPK8IP1PENST00000 17 rs17689882 -0.05582 0.005526 5.51E-24
NeuroticismENSG00000RN7SL199PENST00000 17 rs11341406 -0.0559 0.005526 4.76E-24
NeuroticismENSG00000KANSL1-AS ENST00000 17 rs62057151 -0.05506 0.005528 2.3E-23
NeuroticismENSG00000KANSL1 ENST00000 17 rs62057151 -0.05506 0.005528 2.3E-23
NeuroticismENSG00000ARL17B ENST00000 17 rs916888 -0.04784 0.005549 6.64E-18
NeuroticismENSG00000ORC4 ENST00000 2 rs7587464 -0.03623 0.005597 9.62E-11
NeuroticismENSG00000LINC02210 ENST00000 17 rs55943044 -0.05538 0.005524 1.2E-23
NeuroticismENSG00000LINC02210 ENST00000 17 rs11352024 -0.05626 0.005525 2.42E-24
NeuroticismENSG00000MAPT ENST00000 17 rs11238557 -0.05572 0.005526 6.65E-24
NeuroticismENSG00000KANSL1 ENST00000 17 rs62057151 -0.05506 0.005528 2.3E-23
NeuroticismENSG00000KANSL1 ENST00000 17 rs199528 -0.0492 0.005522 5.21E-19
NeuroticismENSG00000KANSL1 ENST00000 17 rs199533 -0.04944 0.005519 3.33E-19
NeuroticismENSG00000AC091132. ENST00000 17 rs9899833 -0.04671 0.005564 4.7E-17
Anorexia neENSG00000RPS26 ENST00000 12 rs1131017 0.154102 0.0297 2.13E-07
b_eQTL se_eQTL p_eQTL b_SMR se_SMR p_SMR p_HEIDI nsnp_HEIDI
0.998111 0.107547 1.68E-20 -0.04689 0.009902 2.19E-06 0.514914 19
1.19962 0.195802 8.97E-10 0.154203 0.028504 6.3E-08 0.726402 19
0.439969 0.076131 7.51E-09 0.407567 0.078978 2.46E-07 0.149613 19
1.03599 0.112424 3.11E-20 0.056882 0.011061 2.71E-07 0.484314 19
0.540725 0.074338 3.49E-13 -0.13475 0.026283 2.95E-07 0.263089 19
-0.76228 0.135539 1.87E-08 -0.24496 0.048754 5.05E-07 0.346072 19
-0.81584 0.114626 1.1E-12 -0.08408 0.017325 1.22E-06 0.100897 19
-0.93966 0.174436 7.17E-08 -0.21005 0.043286 1.22E-06 0.424478 19
-1.30439 0.117895 1.88E-28 -0.04489 0.00926 1.25E-06 0.136603 19
1.04922 0.121013 4.31E-18 0.071761 0.015309 2.77E-06 0.054883 19
-0.7991 0.103994 1.54E-14 -0.08303 0.017891 3.47E-06 0.153345 19
-0.99632 0.113843 2.1E-18 -0.05212 0.011375 4.61E-06 0.199744 19
-0.74965 0.121392 6.6E-10 -0.09312 0.020569 5.98E-06 0.082289 19
-1.00571 0.124188 5.58E-16 -0.05154 0.011535 7.89E-06 0.215079 19
1.03599 0.112424 3.11E-20 0.071432 0.01508 2.17E-06 0.588239 19
-1.32374 0.12305 5.45E-27 0.041779 0.005701 2.33E-13 0.059944 19
-1.25214 0.133165 5.31E-21 0.043969 0.006431 8.07E-12 0.123188 19
-0.90564 0.101088 3.28E-19 0.061997 0.009227 1.83E-11 0.09501 19
-1.21409 0.143618 2.82E-17 0.045347 0.007036 1.16E-10 0.105798 19
-1.14097 0.136767 7.28E-17 0.048989 0.007612 1.23E-10 0.088591 19
-1.20328 0.14422 7.22E-17 0.046387 0.007211 1.25E-10 0.059133 19
-0.9785 0.122314 1.24E-15 0.057123 0.009104 3.5E-10 0.059003 19
-1.07862 0.150963 9E-13 0.051042 0.008792 6.41E-09 0.229282 19
-0.73499 0.119865 8.69E-10 0.074906 0.014345 1.77E-07 0.377462 19
1.04635 0.159524 5.41E-11 -0.04572 0.008759 1.79E-07 0.296464 19
-0.99953 0.113978 1.8E-18 0.036245 0.00696 1.91E-07 0.204088 19
-0.88753 0.151526 4.71E-09 0.062393 0.012337 4.25E-07 0.17253 2
-0.8024 0.141421 1.4E-08 0.07011 0.014146 7.19E-07 0.300018 5
0.396919 0.07428 9.11E-08 -0.14038 0.029733 2.34E-06 0.406706 17
-0.75927 0.142593 1.01E-07 0.07251 0.015441 2.66E-06 0.136001 17
-0.87074 0.162741 8.77E-08 0.056498 0.012318 4.5E-06 0.066621 18
-0.81305 0.154755 1.49E-07 0.060811 0.013419 5.85E-06 0.075778 19
0.700782 0.137511 3.47E-07 -0.06665 0.015299 1.32E-05 0.152163 3
0.995447 0.087381 4.58E-30 0.154807 0.032785 2.34E-06 0.880272 19
Table S10: r2 between adult brain eQTL implicated in schizophrenia risk by Hauberg et al (2017) and to  
Trait eQTL_study Gene GeneID CMC eQTL
Schizophrenia CMC Brain, DLPFC ALMS1P ENSG00000163016 rs56672945
Schizophrenia CMC Brain, DLPFC CD46 ENSG00000117335 rs56075814
Schizophrenia CMC Brain, DLPFC CSPG4P11 ENSG00000259726 rs34395289
Schizophrenia CMC Brain, DLPFC GOLGA2P7 ENSG00000225151 rs150967
Schizophrenia CMC Brain, DLPFC RP11-45P15.4 ENSG00000259775 rs12432904
Schizophrenia CMC Brain, DLPFC SLCO4C1 ENSG00000173930 rs55668441
 op fetal eQTL for fetal eGenes  
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Figure S1. Principal component analysis of normalized, VST transformed expression data before 
and after controlling for covariates and PEER factors (Stegle et al, 2012).  Expression matrices were 














Figure S2. Contribution of covariates and PEER factors to expression variance. Variance was 
partitioned for each gene using linear models fit with the variancePartition (Hoffman et al, 2016) 
package in R. PEER factors 4 and 5 were excluded because of their high correlation to other 
covariates. The residuals, which were used for the eQTL analysis, account for 20% or more of the 













Figure S3: Enrichment of fetal brain transcript eQTL within genomic regions marked by histone 
modifications indicative of regulatory activity. Histone modifications were identified by the 
ENCODE and Roadmap Epigenomics Consortium projects in 6 human cell lines. Enrichments are 
expressed as the natural log of odds ratios, with error bars representing 95% confidence intervals. 
GM12878 = lymphoblastoid cell line; H1HESC = embryonic stem cell line; HeLa-S3 = cervix 














Figure S4: Estimated proportions of top fetal brain eQTLs that are true positive eQTLs (π1; Storey 
et al, 2003) in adult GTEx tissues versus GTEx sample size. Only genes that were analysed by GTEx 
were included in calculations. In general, higher π1 is oďserǀed ǁith larger GTEx tissue sample sizes, 
but adult brain regions have relatively high replication rates despite small samples sizes while 




Figure S5: Heatmap showing expression of fetal eGenes across regions of the developing human 
brain (second trimester).  Expression data are from the BrainSpan Developmental Transcriptome 
7 
 
(http://www.brainspan.org/). Cortex: mean of dorsolateral prefrontal cortex, ventrolateral 
prefrontal cortex, primary auditory cortex (core), primary visual cortex (striate cortex, area V1/17), 
anterior (rostral) cingulate (medial prefrontal) cortex, primary motor-sensory cortex, primary 
somatosensory cortex (area S1, areas 3,1,2), primary motor cortex (area M1, area 4), posterior 
(caudal) superior temporal cortex (area 22c), inferolateral temporal cortex (area TEv, area 20), 
posteroventral (inferior) parietal cortex and orbital frontal cortex. Thalamus: mean of mediodorsal 
nucleus of thalamus and dorsal thalamus. Cerebellum: mean of cerebellum and cerebellar cortex. 
Genes are divided into those where eQTL are predicted to be shared with adult GTEx tissues, those 
with putative fetal-specific eQTL, those that had expression values below the cut-off in all adult GTEx 

























Figure S6: Heatmap showing expression of fetal eGenes across regions of the adult human brain.  
Expression data are from the BrainSpan Developmental Transcriptome (http://www.brainspan.org/). 








Figure S7: Heatmap showing expression of fetal eGenes in the human cerebral cortex across 
developmental stages.  Expression data are from the BrainSpan Developmental Transcriptome 
(http://www.brainspan.org/). First trimester: 8-9 post-conception weeks. Second trimester: 12-25 
post-conception weeks. Third trimester: 26-37 post-conception weeks. Infant: 0-2 years. Child: 3-11 
yrs. Adolescent: 13- 19 yrs. Adult: 21 yrs and older. See Figure S5 legend for explanation of gene 
































Figure S8: Heatmap showing expression of the fetal-specific eGene HBG1 across human brain 
regions and developmental stages.  Expression data are from the BrainSpan Developmental 
Transcriptome (http://www.brainspan.org/). First trimester: 8-9 post-conception weeks. Second 
trimester: 12-25 post-conception weeks. Third trimester: 26-37 post-conception weeks. Infant: 0-2 
years. Child: 3-11 yrs. Adolescent: 13- 19 yrs. Adult: 21 yrs and older. See Figure S5 legend for 
explanation of brain regions 
 
 
 
 
 
